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Asymetrix 10 
RC.T79956 
RC_AA453640 
RC_AA4 53638 
RC_AM61322 
RC_AA461510 
RC_R67275_s 
RC_AA453518 
RC.N27351 
RC_AA466737 
RC_AA453479_S 
RC_AA235050_« 
RC_AA291468 
RC__Z40805 
RC_AA169440 
D90041_S 
RC_AA621202 
RC_AA232294 
RC.R86839 
S7058S_ma1 
RC_AA453641 
RC_AA609955 
RC_AA2 83905 
RC_AA211831 
RC_AA4 12090 
RC_AA421289 
RC_N27159_s 
RC_T16687 
RC.R65763 
RC.AA487987 
RC_H99309 
RC.R97063 
RC_AA232940 
RC.AA463189 
RC_AA421171 
RC_AA251875_f 
RC_AA054228 
RC_D51215J 
RC_AA505133 
RC_AA621462 
RC_AA232508 
RC_AA024659_f 
RC_AA211158 
RC_AA488191 
RC_AA290674_s 
RC_AA481883 
RC.AA1 96721 
RC_AA196768_s 
H83527.S 
RC_D51172 
RC_T25875 
X57579 
J05068 
RC_AA487233 
RC_AA479969 
RC_AA191404 
RC_AA262969_f 
RC_AA436611_s 
RC_AA2S0843_s 
RC_AA461297 
RC_R51309 
RC_AA280679 
RC_AA4 12029 
RC AA430032 



Accession Gono Namo 

T79956 ESTs 

AA453640 ESTs 

AA453638 EST - RC.AA453638 

AA461322 EST 

AA461510 EST - RC.AA461510 

R67275 Collagen typo XI alpha 1 

AA45351B ESTs 

N273S1 EST - RCJM27351 

AA486737 H. sapiens mRNA for Sm protein F 

AA453479 Human focal adhesion kinase (FAX) mRNA complete cds 

AA285050 ESTt Weakly similar to zinc-finger protein Zn72D ID.molanogaster} 

AA291468 ESTs 

240805 ESTt 

AA169440 ESTt 

090041 ARYLAM1NE N-ACETYLTRANSFERASE M0N0M0RPHIC 

AA621202 ESTs 

AA232294 EST - RC_AA232294 

R86839 EST - RC_R86839 

S70585 GLYCOPROTEIN HORMONES ALPHA CHAIN PRECURSOR 

AA453641 EST 

AA609955 EST 

AA283905 ESTs 

AA211831 EST -RC_AA2 11831 

AA412090 ESTt 

AA421289 ESTs Weakly similar to ZINC FINGER PROTEIN MFG1 [Mus musculusl 

N27 1 S9 Inhibin beta A (activin A activin AB alpha polypeptide) 

T16687 ESTs 

R65763 EST 

AA487987 EST 

H99309 Human TFIID subunits TAF20 and TAF 1 5 mRNA complete cds 

R97063 ESTs 

AA232940 EST - RC_AA232940 

AA463189 ESTs 

AA421171 ESTs 

AA251875 ESTs Moderately similar to POL POLYPROTEIN (Feline endogenous virus ecel] 

AA054228 ESTs 

051215 EST-RC_051215_I 

AA505133 ESTs 

AA621462 CARCINOEMBRYONIC ANTIGEN PRECURSOR 

AA232508 ESTs 

AA024659 H. sapiens mRNA for hHKbl protein 

AA211158 EST - RC_AA21 1158 

AA488191 ESTs 

AA290674 Human 4E-binding protein 1 mRNA complete cds 

AA481883 ESTs 

AA1 96721 EST - RC_AA1 96721 

AA1 96768 ESTs 

H83527 ESTs Highly similar to thyroid disease hypothetical autoantigen (H. sapiens) 

051172 ESTs 

T25875 Homo sapiens clone 23967 unknown mRNA partial cds 

X57579 Inhibtn beta A (activin A activin AB alpha polypeptide) 

J05O68 TRANSCOBALAMIN I PRECURSOR 

AA487233 ESTs Moderately similar to !!!! ALU SUBFAMILY SP WARNING ENTRY !!!! (Hsapiens] 

AA479969 ESTs 

AA191404 ESTs 

AA262969 ESTs Weakly similar to 80334.4 [C.elegans] 

AA43661 1 Human fibroblast activation protein mRNA complete cds 

AA250843 Interferon regulatory (actor 5 

AA461297 ESTt 

R51309 ESTs 

AA280679 ESTs 

AA412029 ESTs 

AA4 30032 ESTs Moderately similar to PTTG gene product (R.norvegicusJ 



ratio tumor vs breast 
135.3 
121-4 
107.3 
81.8 
75.3 
72.9 
61.5 
57. 1 
53.9 
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46.8 
45.7 
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33.5 
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17 
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M81057 M81057 Carboxypeptidase 81 (tissue) 

RC R07976 R07976 ESTs Highly timgar to HYPOTHETICAL 21.5 KD PROTEIN C08B1 1.9 IN 

CHROMOSOME II (Caenorhabditis etegansl 

U75285_ma1 U75285 Human enactor cell protease receptor- 1 (EPR-1 ) gene partial ods 

RC.R46627 R46627 ESTs 

RC AA461 559 AA461 559 Chromogranin A (parathyroid secretory protein 1 ) 

AA092129J AA092129 ESTs Moderately similar to 25E8.I [D.metanogasterJ 

RC AA436893 AA4 36893 ESTs Weakly similar to TH1 protein [D.melanogaster] 

RC_AA465345 AA46S345 ESTs 

RC~AA486538 AA486538 ESTs Weakly similar to hypothetical protein 1 [H. sapiens) 

^3253 M23263 Androgen receptor (diiydrote stosterono receptor testicular feminization spina! and 

bulbar muscular atrophy Kennedy disease) 

RC_D20379 D20379 ESTs 

RC AA076138 AA076138 Homo sapiens histone macroH2A1 .2 mRNA complete cds 

RC~W60466 W60486 ESTs Moderately similar to T11G6.8 [C.elegans] 

RcIaA032243 AA032243 EST - RC_AA032243 

RC~AA045074_s AA045074 ESTs Weakly simitar to 52-kD SS-A/Ro autoantigen [H.sapiens] 

RC F01444_f F01444 Homo sapiens KIAA0440 mRNA partial cds 

AA401334 AA401334 ESTs 

RC_D60354_s 060354 Human mRNA for KIAA0007 gene partial cds 

RC T78922 * T78922 Homo sapiens mRNA for SCGF-beta complete cds 

RC_AA406635 AA406635 ESTs 

RC AA412065 AA412065 EST - RC.AA4 12065 

RC~AA431350 AA431350 ESTs Moderately similar to !H! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiensJ 

RC_AA431738 AA431738 EST 

RC R61740J R61740 Homo sapiens regulator of G-protein signalling 1 2 (RGS12) mRNA complete cds 

RC_R54950 R54950 ESTs 

RC_AA405488 AA405488 ESTs 

RC_AA4 18749 AA418749 EST 

AA037285 AA037285 Homo sapiens mRNA for A*U-r ich element RNA binding factor complete cds 

RC.AA233796 AA233796 ESTs 

RC.AA2 19305 AA219305 EST 

RC_AA252245 AA252245 ESTs 

RC_AA041276 AA041276 ESTs Weakly similar to !H! ALU SUBFAMILY SX WARNING ENTRY !!!! [H.sapiensl 

RC_AA463874 AA463874 Homo sapiens ES/1 30 mRNA complete cds 

RC_AA099404_s AA099404 ESTs 

RC_AA443985 AA443985 ESTs 

RC_AA46 1 528 AA461 528 ESTs 

RC_AA214305 AA2 14305 ESTs 

AA220223 AA220223 Fibroblast growth factor receptor 2 (bacteria-expressed kinase keratinocyte growth factor 

receptor craniofacial dysostosis 1 Crouzon syndrome Pfeiffer syndrome Jackson-Weiss 
syndrome) 

RC_AA478571 AA478571 Glulamine-fructose-6-phosphate transaminase 

U31875 U31875 Human Hep27 protein mRNA complete cds 

RC_AA2532 1 7 AA2532 1 7 ESTs 

RC_AA470074 AA470074 ESTs 

RC_AA236010 AA236010 ESTs 

RC_AA430002 AA43O002 ESTs 

082307 D82307 ESTs Weakly similar to TH1 protein [D.melanogaster J 

J03589 J03589 UBIQUITIN-LIKE PROTEIN GDX 

RC_AA1 79298 * AA179298 Homo sapiens chromosome 9 P1 clone 1 1659 

RC_R22952_s R22952 ESTs 

RC W56363 W56363 ESTs Weakly similar to extracellular protein [H.sapiensJ 

RC_AA449232 AA449232 EST 

RC_AA444054 AA444054 ESTs Weakly simitar to transmembrane protein [H.sapiens] 

RC_AA281733 AA281733 ESTs 

RC_AA452601 AA452601 EST 

RC AA035630 AA035630 Homo sapiens U4/U6 small nuclear ribonucleoprolein hPrp4 mRNA complete cds 

RC_AA2351 17 AA2351 17 ESTs Weakly similar to espin [R.norvegicusJ 

RC_AA279418 AA279418 ESTs 

RC_AA432069 AA432069 ESTs 

RC_AA453630 AA453630 EST 

RCJ/V44657 W44657 EST 

RC_AA405098 AA405098 ESTs Weakly simitar to MOESIN/EZRIN/RADIXtN HOMOLOG [OmetanogasterJ 

RCJM0431 R40431 ESTs 

RC AA4 11425 AA4 11425 ESTs 
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RC.AA423956 

RC_AA253170 

RC_AA459347 

RC_AAS992S9_s 

X62078 

RC.AA251430 

RC_AA470156 

RCJT64933J 

RC_AA2B0609 

RC.AA281290 

RC.AA449832 

RC_AA427898 

RC_AA609867 

RC_AA465158 

RC_R49198_i 

RC_AA1 12396 

RC.AA207015 

RC_AA228030 

RC.AA447982 

M34338 

RC_R06986_f 

Z14982_ma1 

RC_AA1 76247 

RC_T97341 

W26392 

RC_AA143190_S 

RC_AA452578 
RC_AA2 58057 
RCAA282914 
RC.AA461476 

RC_W87751 

RC_W92713 

RC.AA262111 

RC_AA490929 

RC_N21678 

RC_N70690 

RC_N80716 

RC_AA007344 

D14657 

RC.W73140 

RC_AA243020 

RC.AA431478 

RC_AA447666_S 

RC_T16308_f 

RC_R38919_i 

RC_R60223_s 

RC_R70379_s 

HG29B1-HT3127 

M86757 

RC_AA347209_s 

RC_AA485041 

X72755 

RC_AA443342_S 

RC_AA481281 

RC_T96361_$ 

RC.AA608723 

RC_H18027_s 

M86752 

RC_AA113011_S 
RC_AA457018 
RC_H96237_s 
RC AA024835 



AA423956 EST* 

AA253170 EST 

AA459347 EST* 

AA599259 Human *pOcescmal protein (SAP 61) mRNA complete cds 

X62078 GANGLIOSIDE GM2 ACTIVATOR PRECURSOR 

AA251430 EST* Highly similar to RAS -RELATED PROTEIN RAB-10 (Canis familiaris] 
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RC.AA236672 


AA236672 


ESTs Weakly similar to DFS70 (H. sapiens] 


1.5 


7 


RC_AA256492 


AA256492 


ESTs 


1.5 


other 


RC.AA262942 


AA262942 


ESTs 


1.5 


other 


RC.AA279757 


AA279757 


ESTs Weakly similar to similar to mouse MMR1 [C.etegans] 


1.5 


other 


RC_AA293568 


AA293568 


ESTs 


1.5 


other 


RC_AA399550 


AA399550 


ESTs 


1.5 


other 


RC_AA400271 


AA400271 


ESTs Highly similar to CALCIUM-TRANSPORTING ATPASE 1 (Saccharomyces 


1.5 


TM 


RC_AA4 1 2528 


AAA 12520 


cerevtstae] 

ESTs Weakly similar to ORF2 consensus sequence encoding endonuctease and reverse 


1 5 


other 






transcriptase mmus RNasoH [R.norveg>cus] 


1.5 


TM 


RC_AA433925 


AA433925 


ESTs 


RC.AA447970 


AM47970 


EST 


1.5 


TM 


RC_AA476319 


AA476319 


ESTs 


1.5 


SS, 


RC.AA482014 


AA462014 


H. sapiens mRNA for central gene 


1.5 


other 


RC.AA489086 


AA489086 


ESTs 


1.5 


other 


RC_AA4 96257 


AA4 96257 


ESTs Weakly similar to DIPEPTI0YL PEPTIDASE IV [H.sapiens] 


1.5 


other 


RC_AA609738 


AA609738 


ESTs 


1.5 


other 


RC.AA621580 


AA521580 


ESTs Highly similar to HYPOTHETICAL 66.5 KD PROTEIN IN ADE12-RAP1 


1.5 


other 






INTERGENIC REGION [Saccharomyces cerevisiaej 




other 


D31764 


031764 


Human mRNA for K1AA0064 gene complete cds 


1.5 
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D38521 


D38S21 


Human mRNA for K1AA0077 gene partial cds 


1.5 


other 


-RC.D51177 


051177 


ESTs 


1.5 


TM 


085418 


085418 


Human mRNA for phosphatkiylinositol-glycan-ctass C (PIG-C) complete cds 


1.5 


TM 


L16960 


L 18960 


Eukaryotic translation initiation factor 4C (elF-4C) 


1.5 


other 


U3881 


L33881 


Protein kinase C iota 


1.5 


? 


M31523 


M31S23 


Transcription factor 3 (E2A immunoglobulin enhancer binding factors E12/E47) 


1.5 


other 


M63167 


M63167 


V-akt murine thymoma viral oncogene homotog 1 




other 


RC.N21978 


N21976 


ESTs 


1.5 


other 


RC.N26101 


N26101 


EST* Weakly similar to DPY-30 PROTEIN [C.elegans) 


1.5 


other 


RC.N37065 


N37065 


ESTs 


1.5 


other 


RC.N48677 


N48677 


ESTs 


1.5 


TM 


RC_N52271 


N52271 


Homo sapiens LIM protein mRNA complete cds 


1.5 


other 


RC.N54450J 


N 54450 


ESTs 


1.5 


? 


RC.N67390 


N67390 


ESTs 


1.5 


TM 


RC.N68640 


N68640 


ESTs 


1.5 


other 


RC_N78717_S 


N78717 


H. sapiens mRNA for translin 


1.5 


? 


RC.R07016 


R07016 


ESTs 


1.5 


other 


RC.R87660 


R87660 


EST - RC_R87660 


1.5 


TM 


RC.T10258 


T10258 


EST 


1.5 


? 


RC.T98843 


T98843 


ESTs Moderately similar to It!! ALU SUBFAMILY J WARNING ENTRY I!!! [H. sapiens} 


1 5 


TM 


HG884.HT884 


TIGR - HG884- 


EST - HG884-HT884 


1.5 


? 


U09564 


HT884 
U09564 


Human serine kinase mRNA complete cds 


1.5 


other 


U35451 


U35451 


Homo sapiens heterochromatin protein p25 mRNA complete cds 


1.5 


? 


U41668 


U41668 


Deoxyguanosine kinase 


1.5 


other 


US0939 


U 50939 


Human amyloid precursor protein-binding protein 1 mRNA complete cds 


1.5 


other 


U94836 


U94836 


Human ERPROT 213-21 mRNA complete cds 


1.5 


other 


W28366 


W28366 


Homo sapiens clone 24800 mRNA sequence 


1.5 


other 


RC.W72138 


W72138 


Homo sapiens putative transcriptional repressor E2F-6 mRNA partial cds 


1.5 


other 


RC_W93640 


W93640 


ESTs 


1.5 


other 


RC_Z39211 


Z39211 


Homo sapiens GOP-L-fucose pyrophosphorylase (GFPP) mRNA complete cds 


1.5 


other 


RC.Z39255J 


Z39255 


ESTs 


1.5 


other 


RC_AA025086 


AA025086 


ESTs 


1.4 


other 
other 


RC.AA057193 


AA057193 


ESTs 


1.4 


RC.AA085918 


AA085918 


H.sapiens HUNK) mRNA 


1.4 


other 


RC_AA114250_S 


AA1 14250 


Homo sapiens mRNA for K1AA0512 protein complete cds 


1.4 


other 


RC_AA1 35095 


AA1 35095 


Homo sapiens Sox-like transcriptional factor mRNA complete cds 


1.4 


other 


RC_AA1 56542 


AAl 3034i 


___ 

cSTS 


1.4 


other 
other 
TM 


RC_AA171939 


AA1 71939 


ESTs 


1.4 


RC_AA195515 


AA195515 


ESTs 


1.4 


RC_AA2 55554 


AA255554 


ESTs 


1.4 


Tim 


RC_AA262943 


AA262943 


ESTs 


1.4 


other 


RC_AA278755 


AA278755 


ESTs Weakly similar to III! ALU SUBFAMILY SB1 WARNING ENTRY !!!! [H.sapiensJ 


1.4 


other 


RC AA279991 


AA279991 


ESTs 


1.4 


other 


AA2 85277 


AA285277 


Homo sapiens brain expressed ring finger protein mRNA complete cds 


1.4 


other 


RC.AA287138 


AA287138 


ESTs Weakly simitar to ASPARTYL-TRNA SYNTHETASE (Thermus aquaticus 


1.4 


other 






therm ophilus] 


1.4 




RC_AA287879 


AA287879 


ESTs Highly simitar to o ■ r-oiNUiNu ri\u i tin smtv\ imus musnjiu&j 


? 


RCJVA292128 


AA292128 


ESTs 


1.4 
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RC_AA4 00093 


AA4QQQ93 


r CT , u/Aairtu «>miiar tn UVPrvTHPTIP Al 4fl fi Kn PROTEIN IN TRK2-MRS4 
to is weaKiy similar to niru i nc i iv#ml. *»o.o iwj mu • tin m ■ ~* ,r »<-»^ 


1.4 


other 




INTERGENIC REGION ISaccharomyces cerevtsiae] 


1.4 


other 


AA402937 


AA402937 


ESTs 


RC_AA411882 


AA411882 


ESTs 


1.4 


other 


RC_AA417895 


AA417895 


ESTs 


1.4 


SS, 


AA422160 


AA422160 


H. sapiens NAP (nudeosome assembly protein) mRNA complete cds 


1.4 


other 


RC_AA425100 


AA425100 


ESTs 


1.4 


other 


KC_A/V4490bO 


/VvMtfVAlO 


ESTs 


1.4 


TM 


AA452724 


AA452724 


Homo sapiens TFAR19 mRNA complete cds 


1.4 


other 


RC_AA460246 


AA460246 


ESTs Weakly similar to similar to tyrosyt-tRNA synthetase. (C.etegans] 


1.4 


other 


RC_AA4 90949 


AA490949 


ESTs 


1.4 


other 


RC.AA497015 


AA497015 


Homo sapiens chromosome 19 cosmid R32469 


1.4 


? 


AB004884 


AB004884 


Homo sapiens mRNA for PKU-alpha partial cds 


1.4 


other 


038498J 


038498 


Human PMS5 mRNA (yeast mismatch repair gene PMS1 homologue) partial cds (C- 


1.4 


? 






termtnal region) 


1.4 


other 


RC_D80921_s 


D80921 


Homo sapiens clone 23965 mRNA sequence 


RC_F04982 


F04982 


ESTs 


1.4 


other 
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RC_F09983 


F09983 


ESTs 


1.4 


other 


H59417_s 


H59417 


ESTs 


1.4 


other 


RC H93708_s 


H93708 


CLEAVAGE SIGNAL-1 PROTEIN 


1.4 


other 


L06419 


L06419 


Lysyl hydroxylase 


1.4 


SS. 


M29580 


M29580 


Zinc fnger protein 7 (KOX 4 done HF.16) 


1.4 


other 




M62610 


Transcription (actor 6-Uke 1 (mitochondrial transcription factor Hike) 


1.4 


other 




N23972 


ESTs 


1.4 


other 


pr> M26722 


N26722 


ESTs 


1.4 


other 




N64244 


ESTs 


1.4 


TM 


RC_N66569 


N66569 


ESTs 


1.4 


? 


RC.N92293 


N92293 


EST 


1.4 


? 


RC.R01243 


R01243 


ESTs 


1.4 


other 


RC_R09196 


R09196 


ESTs Moderately similar to M-phasa phosphoprotein 11 [H. sapiens] 


1.4 


other 


RC.R63925 


R63925 


ESTs 


1.4 


other 


RC.R64660 


R64660 


ESTs 


1.4 


? 


RC.T16226 


T16226 


ESTs 


1.4 


other 


RC_T17440J 


T17440 


ESTs 


1.4 


other 


U07418 


U07418 


DNA mismatch repair protein MLH1 


1.4 


other 


U12595 


U1259S 


Human tumor necrosis factor type 1 receptor associated protein (TRAP1 ) mRNA partial 
cds 

Cyclin-dependent kinase inhibitor 2A (melanoma p16 inhibits CDK4) 


1.4 


other 


U26727 


U26727 


1.4 


TM 


U 84720 


U84720 


Homo sapiens mRNA export protein (RAE1 ) mRNA complete cds 


1.4 


other 


Kl*_WDtW f o 


WB0473 


ESTs 


1.4 


other 


RC_W90146J 


W90146 


ESTs 


1.4 


other 


RC W93379 s 


W93379 


H. sapiens nek2 mRNA for protein kinase 


1.4 


other 


RC Z38501 


Z38501 


ESTs Weakly similar to PROBABLE E5 PROTEIN {Human papillomavirus type 58J 


1.4 


other 


RC_Z40041 


Z40041 


ESTs 


1.4 


other 


RC AA001386 


AA001386 


EST 


1.3 


other 


RC_AA007234_s 


AA007234 


ESTs 


1.3 


other 


RC_AA029264_s 


AA029264 


ESTs 


1.3 


other 
other 


RC_AA031357 


AA031357 


ESTs 


1.3 


RC - .AA040696_S 


AA040696 


ESTs 


1.3 


other 


RC AAD46619 


AA046619 


ESTs 


1.3 


other 
other 


RC_AA059051 


AA059051 


ESTs 


1.3 


AA059415 


AA059415 


ESTs Moderately similar to !!!! ALU SUBFAMILY SB WARNING ENTRY Ml IH.sapiensJ - 


1.3 


other 


AA083339 


AA083339 


ESTs 


1.3 


other 


RC_AAQ98864 


AA098864 


ESTs 


1.3 


other 


RC_AA101601 


AA101601 


ESTs Highly similar to Polio virus receptor protein [H. sapiens] 


1.3 


other 


RC_AA1 22394 


AA1 22394 


ESTs 


1.3 


other 


RC AA126426_s 


AA 126426 


Human brain secretory protein hSeclOp (HSEC10) mRNA complete cds 


1.3 


other 


RC_AA132007_f 


AA1 32007 


Down-regulator of transcription 1 TBP-binding (negative cefaclor 2) 


1.3 


other 


AA1 56670_S 


AA1 56670 


Homo sapiens agrin precursor mRNA partial cds 


1.3 


SS. 


RC_AA206800 


AA206800 


ESTs Weakly simitar to ZINC FINGER PROTEIN 1 35 [H.sapiens] 


1.3 


TM 


AA234817 


AA234817 


ESTs 


1.3 


other 


RC AA236200 


AA236200 


ESTs 


1.3 


other 


RC AA252079 


AA252079 


Homo sapiens mRNA for dachshund protein 


1.3 


other 


RC AA2581B9 


AA258189 


ESTs 


1.3 


other 


RC_AA262S89_s 


AA262869 


ESTs 


1.3 


other 


RC_AA278650 


AA278650 


ESTs 


1.3 


other 


AA329211_S 


AA329211 


Homo sapiens RRM RNA binding protein Grywbp (GRY-RBP) mRNA complete cds 


1.3 


other 


RC_AA338760 


AA338760 


ESTs 


1.3 


? 


RC_AA39S243 


AA398243 


ESTs Highly similar to RSP5 PROTEIN [Saccharomyces cerevisiaej 


1.3 


other 


RC_AA400195 


AA400195 


ESTs 


1.3 


other 


RC_AA417569J 


AA417569 


ESTs 


1.3 


TM 


RC.AA428992 


AA428992 


ESTs 


1.3 


other 


RC_AA435536 


AA435536 


ESTs 


1.3 


other 


RC_AA443294 


AA443294 


Homo sapiens putative transcriptional repressor E2F-6 mRNA partial cds 


1.3 


other 


RCJVA449071 


AA449071 


ESTs 


1.3 


TM 


AA458542 


AA458542 


Homo sapiens chromosome 1 9 cosmid R32469 


1.3 


other 


RC_AA461169 


AA461169 


ESTs 


1.3 


other 


RC_AA464428 


AA464428 


ESTs 


1.3 


other 


RC_AA465093 


AA465093 


ESTs 


1.3 


other 


RC.AA485424 


AA485424 


ESTs 


1.3 


other 


RC_AA487492_S 


AA487492 


Homo sapiens done 23592 mRNA sequence 


1.3 


other 
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RC_AAS04499 


AA504499 


ESTs Highly similar to probable chtoride channel 3 [H.sapiens] 


1.3 


other 


RC.AA521471 


AA521471 


ESTs 


1.3 


other 


RC_AA598506_s 


AA598S06 


Human mRNA for KIAA0179 gene partial cds 


1.3 


other 


RC_AA598675 


AA598675 


ESTs 


1.3 


other 


RC.AA599718 


AA599718 


H.sapiens mRNA for translin associated protein X 


1.3 


other 


RC_011718 


011718 


ESTs 


1.3 


? 


087466 


D87466 


Human mRNA for KIAA0276 gene partial cds 


1.3 


other 


RC_F 13663 


F13663 


ESTs 


1.3 


other 


RC.H26417 


H26417 


ESTs 


1.3 


other 


RC.H38086 


H38086 


Human N-ethytmaleimkje-sensltive factor mRNA partial cds 


1.3 


other 


RC_H38828_S 


H38828 


H.sapiens RBQ-1 mRNA 


1.3 


other 


RC_H60061 


H60061 


ESTs Moderately similar to 111) ALU SUBFAMILY SB WARNING ENTRY !!!! [H.sapiens] 


1.3 


other 


RC_H71863_S 


H71863 


Ztoe finger protein 139 (clone pHZ-37) 


1.3 


other 


RC_H83438_3 


H83438 


Homo sapiens mRNA for DDS1 beta protein complete cds 


1.3 


other 


M64929 


M64929 


Protein phosphatase 2 (formerly 2A) regulatory subunit B (PR 52) alpha isoform 


1.3 


other 


M95767 


M95767 


DI-N-ACETYLCHITOBIASE PRECURSOR 


1.3 


SS. 


RC.N20630J 


N20630 


ESTs 


1.3 


other 


RC_N24732 


N24732 


ESTs 


1.3 


other 


RC_N51855 


N51855 


ESTs Moderately similar to NAD(+) ADP-RIBOSYLTRANSFERASE [D.melanogasterJ 


1.3 


other 


RC.R49886 


R49886 


ESTs 


1.3 


SS. 


RC_T23932_f 


T23932 


ESTs 


1.3 


other 


RC.T40707 


T40707 


ESTs 


1.3 


other 


RC_T59859 


T59859 


ESTs 


1.3 


other 


RC_T64438 


T64438 


ESTs Weakly similar to C01 A2.4 [C.elegans] 


1.3 


TM 


T68510 


T68510 


ESTs 


1.3 


other 


RC_T95591 


T95591 


ESTs 


1.3 


other 


U02680 


U02680 


Human protein tyrosine kinase mRNA complete cds 


1.3 


other 


U28686 


U26686 


Human putative RNA binding protein RNPL mRNA complete cds 


1.3 


other 


U66561 


U66561 


Human kruppel-related zinc finger protein (ZNF184) mRNA partial cds 


1.3 


other 


U96113 


U 961 13 


EST-U96113 


1.3 


other 


RC_W52065_f 


W52065 


Homo sapiens mRNA for KIAA0539 protein complete cds 


1.3 


? 


RC.W67524 


W67524 


Human protein-tyrosine phosphatase (HU-PP-1) mRNA partial sequence 


1.3 


TM 


RC.W86978 


W86978 


ESTs 


1.3 


other 


X69398 


X69398 


CD47 antigen (Rh-related antigen integrin-associated signal transducer) 


1.3 


SS.TM 


X97544 


X97544 


H.sapiens mRNA for TIM17 pre protein translocase 


1.3 


TM 


RC_Z41963_r 


Z41963 


Homo sapiens HP protein (HP) mRNA complete cds 


1.3 


? 


Z46629 


Z46629 


SRY (sex-determining region Y)-box 9 (campomelic dysplasia autosomal sex-reversal) 


1.3 


other 


RC_AA010188 


AA010188 


ESTs 


1.2 


other 


RC_AAQ25746 


AA025746 


ESTs 


1.2 


other 


AA1 12222 


AA1 12222 


EST -AA1 12222 


1.2 


other 


AA147543 


AA1 47543 


ESTs 


1.2 


SS. 


AA355201 


AA3S5201 


ESTs 


1.2 


SS.TM 


RC.AA398222 


AA398222 


ESTs 


1.2 


other 


B/* A AAA 4 TOP 

KL_AMl 1 f UO 


AA41 1708 


riUi i io Sapiens donts 4jouu n i rvrv\ ouvfuuiiwo 


1.2 


other 


RC_AA433943 


AA433943 


ESTs Highly simitar to SOS RIBOSOMAL PROTEIN LI 3 [Mycobacterium leprae] 


1.2 


other 


RC_AA464758 


AA464758 


ESTs 


1.2 


other 


RC_H05635 


H05635 


ESTs 


1.2 




L389G1 


L38961 


Integral transmembrane protein 1 


1.2 


TM 


N42440 


N42440 


ESTs Weakly similar to hnRNA-binding protein M4 [H.sapiens] 


1.2 


other 


RC_N55304_s 


N55304 


ESTs 


1.2 


other 


RC_N67104 


N67104 


ESTs 


1.2 


other 


RC_N68622 


N68622 


ESTs Highty simitar to HYPOTHETICAL 27.5 KD PROTEIN IN SPX19-GCR2 


1.2 


other 






INTERGENIC REGION [Saccharomyces cerevisiae] 


1.2 


other 


RC.N71027 


N71027 


ESTs 


RC_N74635 


N74635 


ESTs 


1.2 


other 


RC.R62444 


R62444 


ESTs 


1.2 


other 


RC_T17498 


T17498 


ESTs 


1.2 


TM 


RC_T32794_8 


T32794 


. ESTs 


1.2 


other 


RC_T85190 


T85190 


EST-RC_T85190 


1.2 


? 


RCJT99364 


T99364 


ESTs Weakly similar to III) ALU SUBFAMILY J WARNING ENTRY till [H.sapiens] 


1.2 


other 


U20240 


U20240 


CCAAT/enhancer binding protein (C/EBP) gamma 


1.2 


other 


U51698 


U51698 


ESTs 


1.2 


? 


U79718 


U79718 


Human endonuclease III homolog mRNA complete cds 


1.2 


other 


WD3007 


W03007 


ESTs 


1.2 


other 



FIGURE 7 (cont.) 

Page 26 of 27 



RC.VW1011 VW1011 ESTs 

RC.W87544 W37544 ESTs 

X02751 X02751 Neuroblastoma RAS viral (v-ras) oncogens homotog 

214077s Z14077 YY1 transcription factor 

RC 238839 238839 ESTs 



1.2 
1.2 
1.2 
1.2 
1.2 



other 
other 
? 

other 
? 



'■ft 

\ III 



•c=s* 



FIGURE 7 (cont.) 

Page 27 of 27 










ri lit 


ti til 








li i iff 


tn iif 
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1 1 tt 1 1 


Title 


Accession 
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l>M| 


1 > J S | 



fibronectin 1 
ESTs 

Human heart mRNA for heat shock protein 9; partial cds 
ESTs 

ESTs; Weakly similar to (defline not available 4454131) 
[D.melanogaster] 

Homo sapiens RGS-GAIP interacting protein GIPC mRNA; 
complete cds 
collagen; type I; alpha 2 

Homo sapiens mRNA for actin-related protein; complete cds 
MYOSIN REGULATORY LIGHT CHAIN 2; NONSARCOMERIC 
ESTs; Weakly similar to NADH-UBIQUINONE 
OXIDOREDUCTASE CHAIN 5 [Ascaris suum] 

ESTs 

fibronectin 1 

TFAR19 novel apoptosis-related gene 
ESTs; Highly similar to FRIZZLED PROTEIN PRECURSOR 
Drosophila melanogaster] 
ESTs 

Homo sapiens mRNA for KIAA886 protein; complete cds 
ESTs 

dihydropyrimidinase-like 2' 
ESTs 

lactate dehydrogenase B 

ESTs; Weakly similar to SAS [H.sapiens] 

ESTs 

ESTs; Highly similar to GALECT1N-1 [Homo sapiens] 

H.sapiens gene from PAC 295C6; similar to rat P044 

Human CCAAT-box-binding factor (CBF) mRNA; complete cds 

ESTs; Moderately similar to 25E8.I [D.melanogaster] 

ESTs; Highly similar to UBIQUITIN-CONJUGATING ENZYME 

E2-25 KD [Bos taurus] 

ESTs 

desmoplakin (DPI; DPII) 

immunoglobulin gamma 3 (Gm marker) 

Pantophysin [human; keratinocyte line HaCaT; mRNA; 216 nt] 

ESTs 

ESTs 

Human transcriptional coactivator PC4 mRNA; complete cds 
ESTs 

neurotrophic tyrosine kinase; receptor-related 1 

ESTs; Highly similar to HYPOTHETICAL 1.4 KD PROTEIN IN 

UBP5-SPT15 INTERGENIC REGION [Saccharomyces 

cerevisiae] 

ESTs; Weakly similar to EBNA-2 NUCLEAR PROTEIN [Human 
herpesvirus 4 (strain b95-8)] 

Homo sapiens actin-related protein Arp2 (ARP2) mRNA; 
complete cds 



T78889 
AA393803 
H88540 
W31478 

W79424 

AA1 49940 
J03464 
W48638 
W92462 

D63079 
AA255874 
X02761 
R71082 

AA449749 
AA243721 
AA600169 
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M97935 

AA1 86897 

T16206 

AA365742 

AA621274 

H25999 

AA281132 

T47491 

W79421 

H78385 

F13673 

AA247685 

H64493 

R72029 
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D57317 

N67507 
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AA027086 
AA598781 
C16379 
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RC_AA449749 

RC_AA243721 
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AFFX-HUMISGF3A/M97935_3 

RC.AA1 86897 
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AA365742_s 

RC__AA621274_i 
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RC.AA281132 
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RC__H78385_s 

RC_F13673 

AA247685 

RC_H64493_f 

RC_R72029_f 

D79891 

RC_AA167393_S 
RC.D57317 
RC.N67507 
RC C15347 



RC.AA027086 
RC.AA598781 
C16379 



3.1 
3.9 
2.8 
1.5 

1.8 

1.2 
8.7 
3.0 
1.1 

1.9 
1.7 
3.6 
2.5 

10.6 
1.5 
1.2 
1.2 
0.8 
2.3 
4.5 
0.6 
3.2 
1.1 
2.5 
1.9 
1.4 
1.2 

1.7 
14.8 
4.3 
1.6 
1.4 
2.7 
2.0 
1.9 
1.3 
1.2 

2.3 
4.0 
1.5 



44.4 
24.6 
22.0 
20.8 

19.7 

17.5 
17.3 
17.3 
16.1 

15.9 
15.8 
15.2 
15.2 

14.7 
14.0 
13.9 
13.8 
13.5 
13.5 
13.5 
13.1 
13.( 
12.1 
12.: 
12.( 
12.: 
12.1 

11/ 
11.! 
11.! 
11.- 
11.- 
11.- 
11.: 

11.: 
11.: 
11.: 

11.: 
11.; 
11. 



FIGURE 8 



tyrosine 3-monooxygenase/lryptophan 5-monooxygenase 

activation protein; eta polypeptide 

Homo sapiens mRNA for DCRA; complete cds 

Homo sapiens chaperonin containing t-complex polypeptide 1; 

beta subunit (Cctb) mRNA; complete cds 

Homo sapiens actin-related protein Arp2 (ARP2) mRNA; 

complete cds 

ESTs 

Human (clone E5.1) RNA-binding protein mRNA; complete cds 

Homo sapiens clone 24416 mRNA sequence 

ESTs 

ESTs 

ESTs 

small inducible cytokine A5 (RANTES) 

ESTs 

catumenin 

ESTs 

UDP-N-acteylglucosamine pyrophosphorylase 1; Sperm 
associated antigen 2 

Homo sapiens HRIHFB2115 mRNA; partial cds 
ESTs; Moderately similar to putative G-binding protein 
H.sapiens] 

protein kinase; cAMP-dependent; catalytic; alpha 

ESTs 

ESTs 

zn13e4.r1 Stratagene hNT neuron (#937233) Homo sapiens 
cDNA clone 1MAGE:547326 5' similar to gb:J2683 ADP.ATP 
CARRIER PROTEIN, FIBROBLAST ISOFORM (HUMAN);, 
mRNA sequence 

ESTs; Highly similar to YME1 PROTEIN [Saccharomyces 

cerevisiae] 

ESTs 

small inducible cytokine A5 (RANTES) 
ESTs 

ESTs; Highly similar to HYPOTHETICAL 16.3 KD PROTEIN IN 
DUR1;2-NGR1 INTERGENIC REGION [Saccharomyces 
cerevisiae] 
ESTs 

C-terminal binding protein 2 

Homo sapiens mRNA for putative progesterone binding protein 
ESTs 

transcription factor AP-2 alpha (activating enhancer-binding 
protein 2 alpha) 

ESTs; Highly similar to (defline not available 468665) 

[H.sapiens] 

cathepsin B 

ESTs; Highly similar to heat shock factor binding protein 1 

HSBP1 [H.sapiens] 

ESTs 

ESTs; Weakly similar to similar to yeast adenylate cyclase 

[H.sapiens] 

ESTs 

ESTs; Weakly similar to VACUOLAR ATP SYNTHASE 54 KD 

SUBUNIT [Saccharomyces cerevisiae] 

solute carrier family 12 (sodium/potassium/chloride 

transporters); member 2 

iduronate 2-sulfatase (Hunter syndrome) 



H69844 
R97540 

AA488991 

AF006082 

T23457 

T33593 

AA417761 

N39152 

AA429539 

T30617 

AA486072 

R79392 

AA477316 

R54421 

AA447549 
H11320 

H94877 
H89514 
F10354 
AA1 73981 



RCJH69844_s 
RC.R97540J 

RC_AA488991_S 

AF006082 

RC.T23457 

RC_T33593_S 

RC.AA417761 

RC.N39152 

AA429539_f 

T30617 

RC.AA486072J 
RC_R79392 
RC_AA477316 
RC__R54421_s 

RC_AA447549 
RC_H11320_s 

RC_H94877 
RC_H89514_s 
RC_F10354_f 
RC AA1 73981 



1.5 
1.0 

1.5 

1.6 
3.7 
2.0 
1.4 
1.5 
1.8 
1.1 
1.4 
3.3 
2.8 
1.4 

1.9 
2.0 

'1.8 
1.0 
1.0 
1.2 



11.1 
11.1 

10.9 

10.9 
10.8 
10.8 
10.7 
10.7 
10.7 
10.6 
10.6 
10.5 
10.5 
10.4 

10.3 
10.3 

10.2 
10.2 
10.1 
10.0 



AA084874 


AA084874_f 


0.9 


10.0 


AA452161 


RC.AA452161 


1.8 


9.9 


N93521 


RC_N93521 


1.5 


9.9 


M21121 


M21121_s 


0.9 


9.9 


AA490112 


RC_AA490112_s 


2.1 


9.9 


AA053139 


RC_AA053139 


3.2 


9.7 


AA446461 


RC_AA446461 


1.1 


9.7 


N50048 


RC_N50048 


2.1 


9.7 


N66130 


RC.N66130 


1.4 


9.6 


AA490341 


RC__AA490341_s 


1.4 


9.5 


R38044 


RC_R38044_f 


9.4 


9.4 


W73805 


W73805 


1.2 


9.4 


AA608751 


RC_AA608751_i 


2.1 


9.3 


D59525 


RC.D59525J 


1.8 


9.3 


AA280409 


RC_AA280409_S 


2.1 


9.3 


N77542 


N77542 


1.6 


9.2 


D60296 


RC.D60296 


1.7 


9.2 


Z39349 


RC.Z39349 


1.6 


9.2 


AA262080 


RC.AA262080 


1.4 


9.2 


H14810 


RC_H14810_s 


1.0 


9.1 



FIGURE 8 
(Cont.) 



FIGURE 8 
(Cont.) 



ESTs 


T90531 


RCJT90531 


1.5 


9.1 


F^Ts 

CO 1 9 


Z40959 


RC_Z40959_f 


1.0 


8.9 


COliayBn-oirnjiny fjiuicm ^ \v*vuiycii *./ 


H27188 


RC_H27188_f 


2.6 


8.9 


Mlvlll mnKNr meiny ixr ansie rase, o. cerevisiae/-iiivo ■ 


T81393 


RC_T81393_s 


1.8 


8.8 


Homo S3pl6nS lySOpnOSpnoiipase ^LrLi/ mr\iv\, (.Ajnifjicic vajb 


AA252436 


AA252436 


1.6 


8.8 


Homo sapiens TACC1 (TACC1) mRNA, complete cas 






2.4 


8.7 


ESTs 


AA1 00*KftR 


RC AA1553AS 


6.6 


8.7 


ESTs; Highly similar to LEUCYL-TRNA SYNTHETASE; 






1 6 


8.6 


CYTOPLASMIC [Saccharomyces cerevisiae] 




rwzyyo>_s 


NADH dehydrogenase (ubiquinone) 1 beta subcomplex; 6 






0.9 


8.6 


(17kD; B17) 




C16329 


ESTs; Weakly similar to transporter protein [H.sapiens] 


R80048 


K80045 


1 .z 


ft 


ESTs 


AA1 02644 


RC_AA1 02644 


4 O 
l.O 


Q C 


ESTs; Weakly similar to (defline not available 4234) 






1.1 


8.4 


[D.melanogaster] 




RC AA393805 


cots; weaKiy similar to putative r\aoD-inieracung pruieiu ^oiuhc 






1.5 


8.4 


L1-94} [H.sapiens] 


H68794 


RC.H68794 


ESTs 


AA399445 


RC_AA399445 


0.9 


8.4 


U nmn eaniane Am9rt r»rr\tc»in rnmnlpy <illhlinit o16-AfC fARC16^ 

nomo sapiens a\i \j *-j «^ jji uicii i irvi » ij^ica suuuihi ^ >u *»• v* 1 *w • 




AF006088 


1.5 


8.3 


mRNA* comolete cds 


AF006088 


co i a 


AA278329 


RC_AA278329_f 


3.1 


8.3 


ESTs 


AA1 87490 


RC.AA1 87490 


3.6 


8.3 


CO 1 9 


N90933 


RC_N90933 


1.0 


8.2 


ESTs; Weakly similar to predicted using Genefinder [C.elegans] 


D31058 


D31058_s 


2.1 


8.2 


immumoglobulin lambda gene cluster 


T67053 


RC_T67053_f 


1.2 


8.2 


epithelial membrane protein 2 


T88721 


RC_T88721_s 


1.3 


8.2 


Ulnmst eaniAne ?a«~f irt-rolo+oH nrntpin Arn^ / A R P*^ mRNA' 

nomo sapisns acun-iciaieu piuicin nipj \rw^.r +j) niruwi, 






1.8 


8.1 


complete cds 


AF006083 


AF006083 


ESTs 


AA040923 


RCAA040923 


1.8 


8.1 


INTERFERON-ALPHA INDUCED 11.5 KD PROTEIN 


AA161292 


RC_AA161292_s 


1.5 


8.0 


ESTs 


W85875 


RC_W85875 


0.9 


8.0 


Human mRNA for KIAA336 gene; complete cds 


AA608903 


RC.AA608903 


1.4 


7.9 


ESTs; Moderately similar to KIAA438 [H.sapiens] 


H81379 


RC_H81379_s 


1.3 


7.9 


n. sapiens curv\ iur rvro 


AA1 94075 


RC_AA194075_f 


0.4 


7.9 


cois; weaKiy similar to cuiwm co i cividl. \ \ iot comes irom 






1.7 


7.9 


mis yciic [o.cicyauoj 


N67312 


RCJM67312 




mil nnQA 

IVI I uu?o 


AFFX-HUMRGE/M 10098 5 


1.1 


7.9 


riDronectin, Alt. opiice i 


H G3Q44- HT3742 


HG3044-HT3742 


3.0 


7.8 


cytochrome c oxidase subunit Vll-related protein 




Dp AA025213 


1.3 


7.8 


CD74 antigen (invariant polypeptide of major histocompatibility 




RC_W67577_s 


i .z 


l.O 


complex; class II antigen-associated) 


W67577 


ESTs; Weakly simitar to neural differentiation-associated protein 






3.8 


7.7 


[M.muscutus] 


AA233342 


RC_AA233342 


ESTs 


AA291159 


RC_AA291159_f 


0.7 


7.7 


ESTs 


N63604 


RC_N63604 


3.6 


7.7 


HEAT SHOCK 7 KD PROTEIN 1 


T66307 


RC_T66307„f 


1.3 


7.6 


Human DNA sequence from clone 3M3 on chromosome 










6p22. 1-22.3. Contains three novel genes; one similar to C. 










elegans Y63D3A.4 and one similar to (predicted) plant; worm; 










yeast and archaea bacterial genes; and the first exon of the 






1.7 


7.6 


K1AA319 gene. Contains E 


AA243497 


RC.AA243497 


Homo sapiens cDNA for dihydroxyacetone phosphate 






1.7 


7.6 


acyltransferase (DAP-AT) 


AA600134 


RC.AA600134 


ESTs 


H61476 


RC_H61476_s 


1.6 


7.6 


transforming growth factor beta receptor II (7-8kD) 


H90886 


RC„H90886_s 


0.8 


7.6 



•;*T" 



ESTs; Weakly simitar to ubiquitous TPR motif; Y isoform 






1.0 


7.5 


H. sapiens] 


AA449320 


RC_AA449320 


cSTs; Hignry similar 10 nTrtj i nci iwml or . / rr\u i cm 






1.9 


7.5 


ZK686.3 IN CHROMOSOME 111 [Caenorhabditis etegans] 


N48787 


RC.N48787 


Homo sapiens neierogeneous nuciear nuonucicupiuiein r\ 






1.7 


7.5 




C16574 


C16574 


u Amn eonipnc mRNA for CMP-sialic acid trans do iter comDlete 

plUI HO wQWIwIIw 1 1 IWI Wlf It dlHltW BM)M H w* 1 wf^Wl *Wi , ww r t ■ W ■ W » w 






1.2 


7.5 


cds 


AA481542 


RC_AA481542_s 


ESTs; Weakly similar to F15D4.3 [C.elegans] 


N89563 


N89563_s 


2.0 


7.5 


ESTs 


AA490262 


RCJVA490262 


2.9 


7.5 


ESTs; Weakly similar to similar to Yeast hypothetical protein 






1.3 


7.5 


L8167.12 like [C.elegans] 


AA621349 


RC_AA621349 


ESTs; Highly similar to (defline not available 412715) 






1 Q 


7.4 


[H.sapiens] 


CO 1782 


l7o2 


ESTs 


AA402492 


RC_ AA402492 








AFFX-M27830 


AFFX-M27830_5 


0.5 


7.4 


ESTs- Weaklv similar to C17H1 1 6 [C.eleqans] 


AA1 94237 


RC_AA1 94237 


1.7 


7.4 


ESTs 


H 10933 


RC_H10933 


4.6 


7.4 


Human sDliceo&omal d rote in (SAP 49) Gene: complete cds 

riUI 1 IOI I tfUilvvUOUl 1 lal Ul Vlwlll ^W/»l ■ s / • ww*t*wiw»w www 


AA463934 


RC_AA463934 


1.6 


7.3 


i i . . __ _ _ D K1 A f/>r 1/1 A A 1 7 A nana' rnmnlolo ^He 

human mKNA tor mmmi gene, compieic cos 


R16097 

1 X 1 www f 


RC_R16097_S 


1.2 


7.2 


CO I w 


AA1 28486 


RC_AA1 28486 


1.5 


7.2 


ESTs; Weakly similar to hypui nc i iual ido.o i\u ncLiuHoc 










im atqi TPm lNTFRf5FNIP RFf5ION rSaeeharomvces 






1.4 


7.1 


cerevisiae] 


R59694 


RC_R59694_s 


CO 1 w 


AA428090 


AA428090 


7.0 


7.0 


CQTe 
CO 1 S 


H88486 


RC_H88486J 


1.5 


7.0 


ceT-. Minhlv/ cimilar tn PROTFIN TRANSPORT PROTEIN 
co I S, nigniy similar to rr\u i cm i rwi , iorwr\ ■ « r\v ■ i_mi 






3.1 


7.0 


SEC61 GAMMA SUBUNIT [Canis familiaris; Mus musculus] 


D79052 


D79052_s 


C-terminal binding protein 2 


AA4 17287 


RC_AA417287 


2.6 


7.0 


protein kinase; mitog en-activated 6 (extracellular 




RC_T32837__S 


1.1 


6.9 


cinnal-rpnijlated kinase* d97) 


T32837 


tumor rejection antigen (gp96) 1 


D51235 


RC_D51235J 


1.2 


6.9 


ESTs; Highly similar to INORGANIC PYROPHOSPHATASE 






3.3 


6.9 


[Bos taurus] 


F04258 


RC_F04258_S 


Human mRNA for KIAA35 gene; partial cds 


D51272 


RC_D51272_s 


3.2 


6.9 


Homo saoiens mRNA from chromosome 5a31-33 reoJon 

I 1 w III *J OGUIwllv 1 1 1 1 \ 1 iri IIVIII wl 1 1 wl ■ i w wV* ■ iw v\^v ■ ww vw^g.w.a 


T99196 


RC_T99196_s 


1.4 


6.9 


U eoniane m DMA fe\r carina nalmitrtvltraneforJlQA* dlhlinit 1 

ri. sapiens rnr\iNM ior serine pctimiiwyiiraiiwiciaww, auuumi i 


T39740 


T39740_s 


1.3 


6.9 


nomo sapiens caicium oinaing protein imlaj-^j mr\pi/v wwmpiwic 






1.7 


6.9 


cds 


AA1 22332 


RC.AA1 22332 


ESTs 


T92245 


RCJT92245J 


0.9 


6.9 


ESTs 


F01813 


RC_F01813_s 


3.1 


6.9 


ESTs; Highly similar to putative Rab5-interacting protein {clone 






1.3 


6.9 


L1 -57} [H.sapiens] 


AA292533 


RC.AA292533 


ESTs; Moderately similar to POSSIBLE DNA-REPAIR 






1.6 


6.8 


PROTEIN XP-E [Cercopithecus aethiops] 


AA287961 


RC_AA287961 


ESTs 


AA053883 


RC.AA053883 


0.7 


6.8 


peptidylprolyl isomerase B (cyclophilin B) 


H96665 


rc_h96665_s 


2.2 


6.8 


connective tissue growth factor 


AA449789 


RC_AA449789__f 


1.9 


6.8 


Homo sapiens exportin t mRNA; complete cds 


H99877 


RC__H99877 


4.0 


6.8 


ESTs; Weakly similar to Ydr372cp [S.cerevisiae] 


AA191014 


RC_AA191014 


1.7 


6.8 


ESTs; Highly similar to (defline not available 4426962) 






1.2 


6.8 


[H.sapiens] 


H82061 


RC.H82061 


ESTs 


AA433947 


RC_AA433947 


1.8 


6.8 


ESTs 


AA236280 


RCAA236280 


1.5 


6.8 


ESTs; Highly similar to DTDP-4-DEHYDRORHAMNOSE 






0.8 


6.7 


REDUCTASE [Salmonella typhimurium] 


AA521303 


RC.AA521303 


N-acetylglucosaminyl transferase component Gpi1 


W94289 


RC.W94289 


1.1 


6.7 



FIGURE 8 
(Cont.) 



proteasome (prosome; macropain) 26S subunit; non-ATPase; 1 
ESTs 

cytochrome c oxidase subunit IV 
Thymosin; beta 1 

Homo sapiens mRNA for KIAA733 protein; partial cds 
ESTs 

glucan (1;4-alpha-); branching enzyme 1 (glycogen branching 
enzyme; Andersen disease; glycogen storage disease type IV) 

ESTs 

ESTs; Moderately simitar to !!!! ALU CLASS C WARNING 
ENTRY !!!! [H.sapiens] 

Homo sapiens GA17 protein mRNA; complete cds 

lactate dehydrogenase A 

ESTs 

ESTs; Highly similar to PRE-MRNA SPLICING FACTOR RNA 
HELICASE PRP22 [Saccharomyces cerevisiae] 
collagen; type I; alpha 2 

ESTs; Weakly similar to !!!! ALU SUBFAMILY SX WARNING 

ENTRY !!!! [H.sapiens] 

ESTs 

ESTs 

Homo sapiens mRNA for KIAA96 protein; partial cds 
ESTs 

ESTs; Weakly similar to similar to Yeast hypothetical protein 
L8167.12like [C.elegans] 

ESTs 

ESTs; Highly similar to HYPOTHETICAL 29.4 KD PROTEIN IN 
STE6-LOS1 INTERGENIC REGION [Saccharomyces 
cerevisiae] 

ESTs 

ESTs; Weakly similar to !!!! ALU SUBFAMILY SP WARNING 
ENTRY !!!! [H.sapiens] 

ESTs; Highly similar to RAS-RELATED PROTEIN RAB-1 
[Canis familiaris] 

ESTs 

ESTs 

ESTs 

Homo sapiens mRNA for KIAA737 protein; complete cds 
bone morphogenetic protein 6 

Homo sapiens DNA from chromosome 19-cosmid R3879 
containing USF2; genomic sequence 

ESTs 

ESTs; Moderately similar to fibronectin [H.sapiens] 

ESTs; Highly similar to MYO-INOSITOL-1(OR 
4)-MONOPHOSPHATASE [Xenopus laevis] 

ESTs 

Human amino acid transport-related protein mRNA; complete 
cds 

ESTs 

ESTs 

pigment epithelium-derived factor 

ESTs 

ESTs 

membrane fatty acid (lipid) desaturase 



AA460532 

AA398197 

AA236361 

T59161 

H88033 

H86543 

H71861 
T95333 

AA425447 
AA1 47725 
AA112012 
AA621159 

AA429228 
Z74616 

AA608668 

N93155 

D51401 

AA250870 

AA429636 

H73484 
AA489091 



H84891 
AA001049 

N20066 

AA428870 

W16836 

H07873 

W58619 

N66219 

AA092596 

R36881 
AA1 79387 
AA279397 

T96374 
AA465194 

AA152418 

AA447971 

W38419 

AA111889 

W42508 

N91023 

AA1 86666 



RC_AA460532 

RC_AA398197 

RC.AA236361 

RC_T59161_s 

H88033_s 

RC_H86543_f 

RC_H71861_s 
RC.T95333 

RC.AA425447 
RC_AA1 47725 
RC_AA112012_ 
RC.AA621159 

AA429228 
Z74616 

RC_AA608668 

RC_N93155_i 

RC_D51401_S 

AA250870_S 

RC.AA429636 

RC_H73484_S 
RC AA489091 



RC_H84891J 
RC_AA001049 

RC_N20066 

RC.AA428870 

RC_W16836_s 

RC_H07873 

RC.W58619 

RC_N66219 

AA092596 

RC_R36881_s 
RC_AA1 79387 
RC_AA279397 

RC.T96374 
RC_AA465194 

RC.AA152418 

RCAA447971 

RC_W38419_f 

RC_AA111889 

RCW42508 

RC_N91023 

RC AA1 86666 



1.5 
1.9 
1.2 
2.6 
1.2 
1.8 

0.9 
5.3 

1.7 
2.5 
2.0 
1.8 

1.6 

9.9 

1.0 
1.8 
1.4 
2.3 
0.9 

1.3 
1.4 



1.1 
1.1 

1.2 

1.8 
2.2 
1.2 
1.7 
1.3 
1.1 

1.5 
4.0 
1.3 

0.8 
1.7 

1.1 
5.1 
0.9 
1.5 
1.1 
3.3 
2.4 



6.6 
6.6 
6.6 
6.6 
6.6 
6.6 

6.6 
6.6 

6.6 
6.5 
6.5 
6.5 

6.5 
6.5 

6.5 
6,5 
6.3 
6.3 
6.3 

6.3 
6.3 



6.3 
6.3 

6.2 

6.2 
6.2 
6.2 
6.2 
6.2 
6.2 

6.2 
6.1 
6.1 

6.1 
6.1 

6.1 
6.1 
6.1 
6.1 
6.1 
6.1 
6.0 



FIGURE 8 
(Cont.) 





H88674 


RCJH88674.S 


3.0 


6.0 


Homo sapiens 3-phosphoglycerate dehydrogenase mRNA; 






0.9 


6.0 




T83646 


RCJT83646 


HMT1 (hnRNP methyiiransferase, o. cerevisiaej-iiKe z 


W4fift10 
vwmoo i \j 


RC W4RR10 s 


3.2 


5.9 


LYMPHOCTTfc-oPtUlrlU rKU I fcIN Lorl 


T49291 


RC T49291 s 


1.0 


5.9 


it AmA Aaniane carroforl romant n?a nH nrotPlfl 5£ KomolOO 

rtomo sapiens secfcieu g*?iiicih yianu piuicm at\w nwmwiwy 






1.3 


5.9 


(hAG-2/R) mRNA; complete cds 


AA421562 


RC_AA421562 


Homo sapiens clone 23956 mRNA; partial cds 


W69452 


RC.W69452 


1.1 


5.9 


cot*« h/tn^Qr^t ai u similar ♦/■» Clmtlar tn C r^ArAx/iQiAP hvnothetical 

to i S t iviOoeraieiy similar iu oimiiai 10 o.wucviaiac nypuu icumh 






3.1 


5.9 


protein L3111 [H.sapiens] 


N79531 


RC_N79531_s 


ESTs 


AA406163 


RC_AA406163 


1.1 


5.9 


ESTs 


AA454157 


RC_AA454157 


1.2 


5.9 


Homo sapiens clone 2394 mRNA sequence 
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ESTs 
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Homo sapiens insulin induced protein 1 (INS1G1) gene; 
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complete cds 
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ESTs; Weakly similar to hypothetical protein [H.sapiens] 
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ESTs; Highly similar to follistatin-related protein [H.sapiens] 
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ESTs; Highly similar to EUKARYOTIC INITIATION FACTOR 4 
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GAMMA [Oryctolagus cuniculus] 


W84870 


RC_W84870_S 


ESTs 
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RC.AA121121 
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ESTs; Moderately similar to HN1 [M.musculus] 


AA436027 


RC_AA436027 
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ESTs 
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RC_AA441923 
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ESTs; Weakly similar to brain-specific L-proline transporter 
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[H.sapiens] 
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Homo sapiens short form transcription factor C-MAF (c-maf) 
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mRNA; complete cds 


AA496914 


RC_AA496914 


glioblastoma amplified sequence 
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karyopherin alpha 1 (importin alpha 5) 
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Human mRNA for KIAA69 gene; partial cds 
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RC_AA148318_S 
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Homo sapiens clone 23675 mRNA sequence 
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RCZ39978 
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ESTs 
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RC_H73161_f 
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Homo sapiens clone 23585 mRNA sequence 
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RC_AA453461 
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ESTs 
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RC.H98153 
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desmoptakin (DPI; DPII) 
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RCJH90899 
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sterol regulatory element binding transcription factor 2 
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RCAA053886_S 
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ESTs; Highly similar to CYTOSOL AMINOPEPTIDASE [Bos 
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ESTs; Highly similar to PROBABLE UBIQUITIN 
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CARBOXYL-TERM1NAL HYDROLASE [Mus musculus) 
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ESTs; Highly similar to HYPOTHETICAL GTP-BIND1NG 












PROTEIN IN PMI4-PAC2 INTERGENIC REGION 
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Human Chromosome 16 BAC clone CIT987SK-A-362G6 
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Homo sapiens Arp2/3 protein complex subunit p21-Arc (ARC21) 
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AF006086 
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mRNA; complete cds 
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Homo sapiens multiple membrane spanning receptor TRC8 




RC„AA455970 
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rrRPfl^ mRNA* cn m d let e cds 


AA455970 




ESTs; Weakly similar to NIP5NAP2 protein in.sapiensj 
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NADH dehydrogenase (ubiquinone) 1 beta subcomplex; 3 
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Human mRNA for KIAA263 gene; complete cds 
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H. sapiens] 
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ESTs 
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RC.W45417 
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ESTs; Weakly similar to zinc finger protein [H. sapiens] 
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ESTs 
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ESTs; Weakly similar to cDNA EST EMBL.T1 157 comes from 
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secreted frizzled-related protein 4 
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ESTs 
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Human pim-2 protooncogene homolog pim-2h mRNA; complete 
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cds 


AA227480 
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ESTs; Weakly similar to ORF YOR126c [S. cerevisiae] 


AA249311 
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Homo sapiens hJTB mRNA; complete cds 
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Homo sapiens mRNA for putative vacuolar proton ATPase 
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membrane sector associated protein M8-9 
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splicing factor proline/glutamine rich (polypyrimidine tract-binding 
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protein-associated) 
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ESTs; Weakly similar to cDNA EST EMBL:T1585 comes from 
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this gene [C.elegans] 
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ubiqu'itin-specific protease 1 
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ESTs 
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ESTs 
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Homo sapiens clone 23596 mRNA sequence 
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Homo sapiens clone 23714 mRNA sequence 
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ESTs; Moderately similar to !!!! ALU SUBFAMILY J WARNING 
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ESTs T15434 

ESTs W95416 

Homo sapiens clone 23675 mRNA sequence AA01 8804 

Homo sapiens mRNA for KIAA447 protein; complete cds C02016 

apolipoprotein H (beta-2-gIycoprotein I) T83356 

ESTs; Moderately similar to weak similarity to Arabidopsis 

thaliana ubiquitin-iike protein 8 [C.elegans] D31544 

Homo sapiens MAD-related gene SMAD7 (SMAD7) mRNA; 

complete cds AF010193 

ESTs; Weakly similar to HI! ALU SUBFAMILY J WARNING 

ENTRY 111! [H.sapiens] AA1 55779 

ESTs; Highly similar to 6S RIBOSOMAL PROTEIN L26 [Homo 

sapiens; Mus musculus] D80128 

ESTs AA018907 

immunoglobulin gamma 3 (Gm marker) J00231 

ESTs N81162 

ESTs AA599850 

ESTs AA460935 

ESTs; Highly similar to heat shock factor binding protein 1 

HSBP1 [H.sapiens] AA490864 

ESTs W80516 

ESTs; Weakly similar to neuronal thread protein AD7c-NTP 

[H.sapiens] AA046939 

Human DNA sequence from clone 149A16 on chromosome 
22q12-13. Contains an IGLC (Immunoglobulin Lambda Chain C) 
pseudogene; the RFPL3 and RFPL3S genes for Ret finger 
protein-like 3 and Ret finger protein-like 3 antisense respectively; 

a gene for a novel Imm AA151882 

ESTs T72867 

myosin VI AB002387 

GM2 ganglioside activator protein AA1 6751 2 

ESTs; Moderately similar to putative p1 5 [H.sapiens] AA481 060 

ESTs N69086 

ESTs; Highly similar to heat shock factor binding protein 1 

HSBP1 [H.sapiens] C14243 

neuroblastoma RAS viral (v-ras) oncogene homolog AA431977 

Homo sapiens mRNA for putative vacuolar proton ATPase 

membrane sector associated protein M8-9 R25326 

butyrate response factor 1 (EGF-response factor 1) H40424 

H factor (complement)-like 1 AA235873 

ESTs; Weakly similar to predicted using Genefinder [C.elegans] AA252040 

ESTs R62589 

Human mRNA for KIAA171 gene; complete cds AA028889 

ESTs; Highly similar to G protein-coupled receptor kinase 6; 

splice variant B [H.sapiens] AA040699 

ESTs; Highly similar to (defline not available 45813) [H.sapiens] AA488414 

CYTOCHROME C M22877 

ESTs; Highly similar to synapsin I [R.norvegicus] T15663 

lysozyme (renal amyloidosis) J03801 

ESTs W88642 

ESTs W57813 

ESTs AA046405 

Homo sapiens metalloprotease 1 (MP1) mRNA; complete cds AA1 32969 
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Homo sapiens mRNA for KIAA829 protein; partial cds 
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H01766_s 
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ESTs; Weakly similar to synapse associated protein sap47-2 
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early T-lymphocyte activation 1) 


U20758 


U20758_rna1 
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ESTs 
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RC_AA283085_S 
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ATPase; Ca++ transporting; cardiac muscle; slow twitch 2 
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Deleted in oral cancer-1 


AA600140 


RC.AA600140 


2.4 
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ESTs 


W88755 


RCW88755 


1.3 


4.8 


synuclein; alpha (non A4 component of amyloid precursor) 


C13990 


RC_C13990_f 
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4.8 


ESTs; Weakly similar to KIAA638 protein [H.sapiens] 
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ESTs 


AA281949 


RC.AA281949 
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RC_AA134767_s 
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frizzled (Drosophila) homolog 1 
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[H.sapiens] 
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RC.AA256210 


Homo ^aniens clone 23698 mRNA seauence 
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ESTs 
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RC AA450281 
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Homo sapiens mRNA for KIAA663 protein; complete cds 


MC7C77 
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4.8 


ferritin; light polypeptide 


T73572 


RC_T73572_f 


1.1 


4.8 


ESTs; Highly similar to 5*-AMP-ACTIVATED PROTEIN 
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KINASE; GAMMA- 1 SUBUNIT [Rattus norvegicusj 


AA1 14970 


RC_AA114970_i 


1.3 


ESTs; Highly similar to ZYXIN [Gallus gallus] 


H25769 


RCJH25769_S 
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tubulin-specific chaperone a 


AA504095 


AA504095 


1.6 
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ESTs 


N25576 


RC_N25576 
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Homo sapiens inner mitochondrial membrane translocase Tim23 










(TIM23) mRNA; nuclear gene encoding mitochondrial protein; 
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complete cds 


A A A A 07C O 

AA44^7oo 




ESTs 
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ESTs 


N27198 


RC_N27198 
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ESTs 


AA479132 


AA479132 
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ESTs; Moderately similar to neuronal thread protein AD7C-NTP 
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4.7 


[H.sapiens] 


AA450228 


RC_AA450228 


calmodulin 1 (phosphorylase kinase; delta) 


AA085590 


rc_aao85590_s 


1.3 


4.7 


Homo sapiens actin-related protein Arp3 (ARP3) mRNA; 
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complete cds 


AA1 99588 


RC_AA1 99588 


Human TAR DNA-binding protein-43 mRNA; complete cds 


H16390 


RC_H16390_s 


1.3 


4.7 


Human TAR RNA loop binding protein (TRP-185) mRNA; 






1.5 


4.7 


complete cds 


N70678 


RC_N70678__s 


Human transformer-2 alpha (htra-2 alpha) mRNA; complete cds 


AA455812 


AA455812 


1.3 


4.7 


ESTs 


AA057287 


AA057287 
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ESTs; Weakly similar to !!!! ALU SUBFAMILY SQ WARNING 
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ENTRY !!!! [H.sapiens] 


AA070801 


RC.AA070801 


6.3 


ESTs; Highly similar to COMPLEMENT C1Q 










SUBCOMPONENT; A CHAIN PRECURSOR [Homo sapiens] 
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ESTs 

TAP binding protein (tapasin) 
UDP-glucose dehydrogenase 

protein tyrosine phosphatase; receptor type; c polypeptide 
ESTs 

ESTs; Highly similar to TURNED ON AFTER DIVISION; 64 KD 
PROTEIN [Rattus norvegicus] 

ESTs 

protein tyrosine phosphatase type IVA; member 2 

calumenin 

ESTs 

H.sapiens mRNA for Fas/Apo-1 (clone pCRTM11-Fasdelta(4,7)) 

ESTs 

ESTs 

ESTs 

hemoglobin; gamma A 

ESTs 

ESTs 

ESTs; Weakly similar to PROBABLE ATP-DEPENDENT RNA 
HELICASE HRH1 [H.sapiens] 

ESTs; Highly similar to GENERAL NEGATIVE REGULATOR 
OF TRANSCRIPTION SUBUNIT 2 (Saccharomyces cerevisiae] 

ESTs; Weakly similar to keratin 1 [H.sapiens] 

H1 histone family; member 2 

lysozyme (renal amyloidosis) 

ESTs 

ribosomal protein L22 

tumor necrosis factor (ligand) superfamily; member 1 
ESTs 

Homo sapiens clone 23836 mRNA sequence 

NADH dehydrogenase (ubiquinone) 1 beta subcomplex; 7 

(18kD; B18) 

SET PROTEIN 

Human mRNA for KIAA349 gene; partial cds 

protease; serine; 1 1 (IGF binding) 

ESTs 

ESTs 

SRY (sex determining region Y)-box 4 
LIVER CARBOXYLESTERASE PRECURSOR 
Human mRNA for KIAA228 gene; partial cds 
ESTs 

ESTs; Highly similar to NUCLEAR FACTOR 1 A1 [Gallus 
gallus] 

zinc finger protein 27 

ESTs 

ESTs 

ribosomal protein L22 

ATPase; Ca++ transporting; cardiac muscle; slow twitch 2 
ESTs 

tubulin; beta polypeptide 
regulator of G-protein signalling 5 
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ESTs; Highly similar to ARG1NYL-TRNA SYNTHETASE; 
MITOCHONDRIAL PRECURSOR [Saccharomyces cerevisiae] 

cytochrome c oxidase subunit VHb 

ESTs 

protein phosphatase 2; regulatory subunit B (B56); delta isoform 
LYSOSOME-ASSOCIATED MEMBRANE GLYCOPROTEIN 1 
PRECURSOR 

immunoglobulin lambda-like polypeptide 2 
ESTs; Moderately similar to unknown [H.sapiens] 
ESTs 
ESTs 

ESTs; Highly similar to HEMOPOIETIC-SPECIFIC EARLY 
RESPONSE PROTEIN [Mus muscuius] 

ESTs 

ESTs; Weakly similar to deduced amino acid sequence is highly 

homologous to hypothetical proteins of C.elegans(T23g5.4 and 

T23G5.2). [H.sapiens] 

poly (ADP-ribose) glycohydrolase 

ESTs 

ESTs 

Homo sapiens clone 23742 mRNA; partial cds 
ESTs; Highly similar to (defline not available 446693) 
H.sapiens] 
ESTs 

H.sapiens mRNA for translin associated zinc finger protein-1 
ESTs 

testis enhanced gene transcript 
ESTs 

von Hippel-Lindau syndrome 
ESTs 

v-Ki-ras2 Kirsten rat sarcoma 2 viral oncogene homolog 

UDP-N-acetyl-alpha-D-galactosamine:polypeptide 

N-acetylgalactosaminyltransferase 1 (GalNAc-T1 ) 

ESTs; Highly similar to ZINC FINGER PROTEIN 91 [Homo 

sapiens] 

ESTs 

ESTs 

ESTs 

ras homolog gene family; member H 

Homo sapiens voltage dependent anion channel protein mRNA; 
complete cds 

ESTs; Weakly similar to Bat2 [H.sapiens] 

ESTs 

ESTs 

Microftbril-associated glycoprotein-2 

ESTs; Weakly similar to CH-TOG PROTEIN [H.sapiens] 

ESTs; Moderately similar to (defline not available 4589678) 

[H.sapiens] 

Homo sapiens mRNA for KIAA214 protein; complete cds 
zinc finger protein 262 
CAAX box 1 
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ESTs; Weakly similar to (defline not available 46333) 
[H.sapiens] 


AA452082 


AA452082 


1.0 


4.2 


cytochrome b-561 


T03441 


RC_T03441_f 


1.2 


4.2 


ESTs 


AA040945 


RC_AA040945 


0.8 


4.2 


FSHD region gene 1 


H82532 


RC.H82532 


1.1 


4.2 


ESTs 


AA093977 


AA093977 
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4.2 


ESTs 


R26589 


RC_R26589_f 
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4.2 


von Hippel-Lindau binding protein 1 


U56833 


U56833 
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S1 calcium-binding protein A8 (calgranulin A) 
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0.9 


4.2 


CQTc- Uinhlu simitar tn POI YAnPISIYLATP-BlfsJDING PROTEIN 

to I s, nignry similar to ruLTnucn iuai c-oh^l^ii^w • rw i i_n^ 
[Homo sapiens] 
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ESTs 


AA620962 
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histatin 1 


L05512 
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ESTs 


AA293426 


RC.AA293426 


0.7 


4.1 


cyclin F 


T89627 


RC_T89627_s 


1.3 


4.1 


ESTs; Weakly similar to Similarity to Serpentwood strictosidine 
synthase precursor [C.elegans] 


AA256171 


RC.AA256171 


1.9 


4.1 


ESTs 


AA311352 


AA311352_s 


1.6 


4.1 


ESTs 


AA405654 


RC_AA405654_S 


1.5 


4.1 


ESTs; Highly similar to ACTIN II [Plasmodium falciparum] 


AA040263 


RC.AA040263 
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4.1 


ESTs 


C01552 


C01552 


1.0 


4.1 


ESTs; Weakly similar to KIAA319 [H.sapiens] 


N95507 
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ESTs 


N63706 


RC.N63706 
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ESTs 


AA152312 


RC_AA152312 
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laminin* beta 1 


M61916 


M61916 
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ESTs 


AA063431 


RC_AA063431_f 


0.8 


4.1 


ESTs 


N39016 


RC_N39016 


1.3 


4.1 


ESTs; Moderately similar to neuronal thread protein AD7C-NTP 
[H.sapiens] 


W45457 


RC_W45457 
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ESTs 


C15324 


RC_C15324_f 
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ESTs 
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bone morphogenetic protein 6 
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ESTs; Weakly similar to riDOKinase it. com j 
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ENTRY !!!! [H.sapiens] 


AA1 20783 


RC_AA1 20783 


1.4 
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erythrocyte membrane protein band 7.2 (stomatin) 


H27442 


RC_H27442__S 


1.0 
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solute carrier family 7 (cationic amino acid transporter; y+ 
system); member 6 


R51116 


RC_R51116_f 


0.8 


4.1 


ESTs 


T69728 


RC_T69728 


1.1 


4.1 


Homo sapiens clone 2377 mRNA sequence 


R44163 


RC_R44163_f 


0.9 


4^1 


ESTs 


W80739 


RC_W80739_f 


1.0 


4.1 


ESTs; Moderately similar to LNXp7 [M.muscutus] 


H82424 


RC_H82424 


1.7 


4.0 


secreted frizzled-related protein 4 


AA487193 


RC_AA487193 


4.7 


4.0 


ESTs; Moderately similar to neuronal thread protein AD7c-NTP 
[H.sapiens] 


AA428607 


RC.AA428607 


1.3 


4.0 


fumarylacetoacetate 


W79422 


RC_W79422_s 
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MATRIN3 
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4.0 


ESTs 
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ESTs 


AA069569 


RC_AA069569 


1.5 
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cysteine-rich protein 1 (intestinal) 


N92934 


RCJM92934_s 
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ESTs 
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ESTs 
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ESTs 


N56993 


RC.N56993 
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ESTs 


AA256943 


RC_AA256943_s 
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ESTs 


N68133 


RC_N68133 


0.7 
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homogentisate 1 ;2-dioxygenase (homogentisate oxidase) 


R08615 


RC_R08615_s 
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Accession not listed In Genbank 
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H2A histone family; member Z 
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B-factor; properdin 


T72268 


RC_T72268_s 


A *i 

l.O 




ESTs 


AA1 33457 


RC.AA1 33457 


1.2 


4.0 


ESTs 


AA287681 


RC_AA287681_s 


1.3 


4.0 


ESTs; Highly similar to HYPOTHETICAL 84.7 KD PROTEIN 






4.0 


4.0 


ZK198.1 IN CHROMOSOME III [Caenorhabditis elegans] 


AA481403 


RC_AA481403 


ESTs 


AA233445 


RC_AA233445 


1.9 


4.0 


ESTs; Weakly similar to PRE-MRNA SPLICING FACTOR 






1.2 


4.0 


SRP75 [Homo sapiens] 


AA452256 


RC.AA452256 


ESTs; Weakly similar to deduced amino acid sequence is highly 










homologous to hypothetical proteins of C.elegans(T23g5.4 and 
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T23G5 2^ TH saoiensl 


AA488433 


Homo sapiens mRNA for KIAA719 protein; complete cds 


R60689 
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1.9 


4.0 


ESTs 


AA016306 


RC_AA016306 


0.6 
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H.sapiens mRNA for nuclear protein SA-2 


AA489057 


RC_AA489057 


6.2 
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ESTs 


AA431191 


RC_AA431191_s 
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4.0 


oratein kinase C* zeta 
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ESTs 
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CO 1 S 
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ESTs 
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ESTs; Weakly similar to 5A5 [n.sapiensj 


MfY7m 1 
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3.9 


Human mRNA for KIAA96 gene; partial cds 
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Rf* D60769 s 
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cell division cycle 42 (GTP-binding protein; 25kD) 


AA031548 


AA031O48 


3.1 
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ESTs 


H29293 


RC_H29293__f 


1.6 


3.9 


Rho GTPase activating protein 1 


AA032067 


RC_AA032067_s 


2.0 




ESTs; Highly similar to NADH-UBIQUINONE 






4 A 

1.4 




OXIDOREDUCTASE SUBUNIT B14.5B [Bos taurus] 


AA234533 


AA234533 


catpain; large polypeptide L2 


R39610 


RC_R39610_s 


1.3 


3.9 


ESTs 


AA456845 


RC_AA456845 


1.4 


3.9 


ESTs; Highly similar to ATP SYNTHASE EPSILON CHAIN; 






1.3 


3.9 


MITOCHONDRIAL PRECURSOR [Bos taurus] 


W72685 


RCJ/V72685 


Homo sapiens mRNA for KIAA886 protein; complete cds 


W58081 


RCJA/58081 


1.0 


3.9 


ESTs; Highly similar to (defline not available 467918) 






1.4 


3.9 


[H.sapiens] 


AA026962 


D/* A A rtOCOO 

RC — AA0Zoyoz 


Human DNAfrom overlapping chromosome 19 cosmids 










R31396; F25451; and R3176 containing COX6B and UPKA; 






2.0 


3.9 


genomic sequence 


T15852 


RC_T15852_f 


ESTs 


AA256317 


RC.AA256317 


1.3 


3.9 


ESTs 


AA504492 


RC_AA504492 


2.4 


3.9 


ESTs 
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RC.R78224 
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ESTs 
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Human mRNA for KIAA263 gene; complete cds T90946 

ESTs D59711 
ESTs; Weakly similar to neuronal thread protein AD7C-NTP 

[H.sapiens] AA428364 

ESTs AA342457 
ATPase; H+ transporting; lysosomal (vacuolar proton pump) 9kD AA214710 

Homo sapiens mRNA for nuclear protein; NP22; complete cds AA1 47532 

Homo sapiens mRNA for KIAA75 protein; complete cds AA1 57623 

ESTs T90345 

ESTs AA410424 

ESTs; Highly similar to (defline not available 467914) 

[H.sapiensJ N26691 

Homo sapiens mRNA for KIAA99 protein; partial cds N51651 

ESTs; Highly similar to MICROSOMAL SIGNAL PEPTIDASE 

21 KD SUBUNIT [Canis familiaris] AA234347 

ATPase; H+ transporting; lysosomal (vacuolar proton pump); 

beta polypeptide; 56/58kD; isoform 2 M60346 

RAB4; member RAS oncogene family X82554 
ESTs; Highly similar to TISSUE ALPHA-L-FUCOSIDASE 

PRECURSOR [Homo sapiens] AA234925 

heterogeneous nuclear ribonucleoprotein A2/B1 AA1 31 165 

Human mariner-like element-containing mRNA; clone pcHMTI AA487508 

ESTs AA489618 

ESTs AA436158 

ESTs AA256688 

ESTs H 14982 

ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) J03473 

ESTs W60310 

ESTs AA040397 

ESTs T15457 

ESTs; Weakly similar to neuronal thread protein AD7c-NTP 

[H.sapiens] N67343 

ESTs; Highly similar to HYPOTHETICAL 3.5 KD PROTEIN 

C3A5.3 IN CHROMOSOME 111 [Caenorhabditis elegans] AA348925 

protocadherin 2 (cadherin-like 2) T65540 

ESTs AA404421 

ESTs AA237009 

ESTs; Moderately similar to ATP-CITRATE [Rattus norvegicus] D51405 

Human Ig J chain gene M12759 

ESTs; Moderately similar to alternatively spliced product using 

exon 13A [H.sapiens] H90314 

NADH dehydrogenase (ubiquinone) Fe-S protein 4 (18kD) 

(NADH-coenzyme Q reductase) AA063581 

H.sapiens OZF mRNA T25747 

lumican U21128 

heterogeneous nuclear ribonucleoprotein G AA173143 

ESTs N63165 

ESTs; Weakly similar to KIAA62 [H.sapiens] AA233763 

Human high density lipoprotein binding protein (HBP) mRNA; 

complete cds H281 00 

ESTs AA074350 

ESTs W46632 
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ESTs AA491278 

ESTs; Highly similar to GASTRULA ZINC FINGER PROTEIN 

XLCGF8.2DB [Xenopus taevisj T58753 

Homo sapiens lysophospholipase (LPL1) mRNA; complete cds AA251902 

interferon stimulated gene (2kD) AA504805 

Homo sapiens mRNA for KIAA446 protein; complete cds AA416723 

Homo sapiens mRNA for KIAA92 protein; complete cds T65396 
ESTs; Weakly similar to alternatively spliced product using exon 

13A[H.sapiens] H95569 
ESTs; Highly similar to ZINC FINGER PROTEIN ZFP-92 [Mus 

musculus] T26494 

ESTs AA174183 

cellular retinoic acid-binding protein 1 R53950 

erythrocyte membrane protein band 4.1-like 2 AA427955 
ESTs; Weakly similar to neuronal thread protein AD7c-NTP 

[H.sapiens] AA425378 
yd73e9.s1 Soares fetal liver spleen 1NFLS Homo sapiens cDNA 

clone IMAGE:1 13896 3\ mRNA sequence T77525 

ESTs AA477445 
ESTs; Moderately similar to neuronal thread protein AD7c-NTP 

H.sapiens] AA071089 

ferritin; light polypeptide T63769 

ESTs R63173 

Homo sapiens mRNA for DnaJ protein W72906 

ESTs R32393 

Homo sapiens mRNA for KIAA878 protein; complete cds H98653 
procollagen-lysine; 2-oxoglutarate 5-dioxygenase (lysine 

hydroxylase) 2 U84573 

ESTs AA1 56335 

zn13d5.s1 Stratagene hNT neuron (#937233) Homo sapiens 

cDNA clone IMAGE:54735 3* similar to gb:L8441 

CYTOCHROME C OXIDASE POLYPEPTIDE III (HUMAN);, 

mRNA sequence AA085374 

fibroblast growth factor receptor 2 (bacteria-expressed kinase; 

keratinocyte growth factor receptor; craniofacial dysostosis 1; 

Crouzon syndrome; Pfeiffer syndrome; Jackson-Weiss 

syndrome) AA489375 

ESTs; Weakly similar to eyelid [D.melanogaster] Z38897 

ESTs AA235040 

collagen; type 111; alpha 1 (Ehlers-Danlos syndrome type IV; 

autosomal dominant) X06700 
ESTs; Moderately similar to HI! ALU SUBFAMILY SC WARNING 

ENTRY !!!! [H.sapiens] T26471 

ESTs R27006 

H.sapiens mRNA for putative progesterone binding protein H60595 

fibroblast growth factor receptor 2 (bacteria-expressed kinase; 

keratinocyte growth factor receptor; craniofacial dysostosis 1; 

Crouzon syndrome; Pfeiffer syndrome; Jackson-Weiss 

syndrome) AA460450 

ATPase; H+ transporting; lysosomal (vacuolar proton pump); 

alpha polypeptide; 7kD; isoform 1 AA228122 

ribosoma! protein; large; P AA4 16866 

ESTs R21443 

Homo sapiens mRNA for KIAA564 protein; partial cds AA053020 
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ESTs; Highly similar to DOSAGE COMPENSATION 
KcoULAi uk (urosopnua metanogasterj 
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bo 1 S 
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RC_H95989_s 
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3.7 


ESTs; Weakly similar to B-cell growth factor [H. sapiens] 


T88817 


RC_T88817 


1.0 


3.7 


ESTs; Weakly similar to HYPOTHETICAL 38.5 KD PROTEIN IN 
ouiz-i uriz in i cKotiMio KtoiUN [paccnaromyces cerevisiaej 




KC_AA394 1 26 


1.8 


3.6 


ESTs 


R38547 


RC_R38547 
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3.6 


ESTs; Weakly similar to uroporphyrinogen lit synthase; UROIIIS 
[H.sapiens] 


AA476237 


RC_AA476237 


1.5 


3.6 


ESTs 


R53062 


RC_R53062 
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3.6 


ESTs; Moderately similar to alternatively spliced product using 
exon 13A [H.sapiens] 


AA452237 


RC_AA452237J 
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3.6 


ESTs; Weakly similar to hypothetical protein [H.sapiens] 


AA040465 


RC_AA040465 
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ESTs 
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ESTs 


AA234966 
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ESTs 


W58461 


RC_W58461 


1.0 


3.6 


ESTs 


AA252372 


RC_AA252372 
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fcoTS 


I* m a a ^ r\ 

W31470 


RC_W31470 


1.5 


3.6 


ESTs; Weakly similar to hypothetical protein [H.sapiens] 


D80076 


RC_D80076_f 


1.7 


3.6 


ubiquitin specific protease 7 (herpes virus-associated) 


R54935 


RC_R54935_s 


1.7 


3.6 


ESTs; Weakly similar to SH3BGR PROTEIN [H.sapiens] 


D30930 


D30930_s 


1.1 


3.6 


Homo sapiens mRNA for low molecular mass 
ubiquinone-binding protein; complete cds 


N77716 


N77716_s 


1.2 


3.6 


ESTs; Weakly similar to alternatively spliced product using exon 
13A [H.sapiens] 


R56485 


RC_R56485 


1.0 


3.6 


ESTs 


AA1 35894 


RC_AA1 35894 


1.3 


3.6 


zm97f8.s1 Stratagene colon HT29 (#937221) Homo sapiens 
cDNA clone IMAGE:545895 3\ mRNA sequence 


AA079487 


RC.AA079487 


1.5 


3.6 


ESTs 


N22152 


RCJM22152_f 


1.9 


3.6 


ESTs 


AA114893 


RC.AA1 14893 


1.2 


3.6 


Homo sapiens HRIHFB2115 mRNA; partial cds 


AA278400 


RC_AA278400_f 


1.5 


3.6 


ESTs; Weakly similar to similar to SP:YR4_BACSU [C.elegans] 


W67789 


RCW67789 


1.2 


3.6 


ESTs; Weakly similar to cDNA EST EMBL:C1359 comes from 
this gene [C.elegans] 


N89819 


RC.N89819 


1.4 


3.6 


ESTs; Moderately similar to (defline not available 446549) 
[H.sapiens] 


AA488658 


RC_AA488658 


2.4 


3.6 


Human clone 121711 defective mariner transposon Hsmar2 
mRNA sequence 


H88535 


RC_H88535_f 


1.3 


3.6 


CO 1 s 


a a a cnicc 

AA459255 


RC_AA459255 


1.3 


3.6 


immunoglobulin gamma 3 (Gm marker) 


■ in ■ 1 ■ t% a\ 

M87789 


M 87789 


1.2 


3.6 


Homo sapiens signalosome subunit 2 (SGN2) mRNA; complete 
cds 


AA458919 


RC.AA458919 


1.2 


3.6 


soning nexm o 


W49551 


RC_W49551 


1.2 


3.6 


co is, nigniy similar 10 \oeTiine noi avauaoie o9l5ol3) 
[H.sapiens] 


W38597 


W38597_s 


1.1 


3.6 


ESTs 


AA446451 


RCAA446451 


1.1 


3.6 


hemoglobin; gamma A 


H74317 


RC.H74317.S 


0.2 


3.6 


neuromedin B 


X76534 


X76534 


2.2 


3.6 


ESTs; Highly similar to 26S PROTEASE REGULATORY 
SUBUNIT 6 [Homo sapiens] 


AA441978 


RC_AA441978 


1.2 


3.6 


ESTs; Moderately similar to histone H2B [H.sapiens] 


AA610040 


RC_AA610040 


1.1 


3.6 


Homo sapiens clone 2477 mRNA sequence 


T15703 


RCJT15703 


1.4 


3.6 
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Unman nhitnmatp riphvrironenase fGDH^ mRNA' comDtete cds 


T86978 


RC_T86978_s 


1.0 


3.6 


Homo sapiens mRNA for leptin receptor gene-related protein 


AA393825 


RC_AA393825 


1.1 


3.6 


CO 1 9 


R49385 


RC_R49385 


1.5 


3.6 


CO 1 9 


W16996 


W16996_S 


1.1 


3.6 


coTS 


AA351254 


RC_AA351254 


0.9 


3.6 


ESTs; Weakly similar to neuronal tyrosine threonine 






0.9 


3.6 


pnospnaiase i iivi.rnu»i*uiuDj 


T88897 


RCJT88897 


CCTe 
to I S 


N70873 


RC.N70873 


1.1 


3.5 


ESTs 


AA236532 


RC_AA236532_s 


1.0 


3.5 


APOLIPOPROTEIN Al REGULATORY PROTEIN-1 


AA393876 


RC_AA393876_S 


0.9 


3.5 


Co 1 o 


AA027229 


RC.AA027229 


1.3 


3.5 


F^T*;- Weaktv similar to The KIAA147 aene product is related to 






1.4 


3.5 


adenylyl cyclase. [H.sapiens] 


AA131394 


RC_AA131394 


ESTs 


AA235505 


RC.AA235505 


1.4 


3.5 


ESTs 


N21207 


RC.N21207 


1.6 


3.5 


nrotease* serine* 1 1 HGF bindino) 


D87258 


D87258 


2.4 


3.5 


Uama e^niane CMP7**i nmtain /QKJf^y^ mRNA' pnmnlptp cds 
nomo sapiens oino#o pruiein ^oi^o/o/ uiruw, uum^icic 


H27498 


RC_H27498_f 


1.1 


3.5 


CO 1 a 


AA621788 


RC_AA621788 


1.1 


3.5 


Human mRNA tor i\iAAZ4y gene, complete cas 


T95515 

1 www 1 w 


RC_T95515_s 


1.6 


3.5 


ESTs 




RC AA043960 


1.1 


3.5 


ribosomal protein; large; P 


W32281 


RC_W32281_f 


1.3 


3.5 


ESTs; Highly similar to POTASSIUM CHANNEL PROTEIN 






1.0 


3.5 


KV2.1 [Rattus norvegicus] 


T89084 


RC_T89084 


ESTs 


T52700 


RC_T52700 


0.9 


3.5 


ESTs 


H 16772 


RC_H16772 


1.2 


3.5 


ATP synthase; H+ transporting; mitochondrial F complex; 




RC_AA112059_s 


1.1 


3.5 


subunit c (subunit 9) isoform 3 


AA1 12059 


ESTs; Highly similar to HYPOTHETICAL 17.2 KD PROTEIN 




KC_R4992Q 






F44E2.6 IN CHROMOSOME 111 [Caenorhabditis elegans] 


R49920 


ESTs; Moderately similar to neuronal thread protein AD7c-NTP 






2.3 


3.5 


[H.sapiens] 


N 54909 


RCJM54909_s 


ESTs 




RC AA033974 


1.6 


3.5 


ESTs; Weakly similar to Weak similarity with Salmonella 






1.2 


3.5 


typhimurium RFBU protein [C.elegans] 


AA057832 


synaptophysin 


R42172 




0.6 


3.5 


ESTs 


W27770 


W27770 


0.9 


3.5 


EST 


AA1 64676 


KC_AA 1 64675 




0.3 


ESTs; Highly similar to THROMBOXANE A2 RECEPTOR 






1.0 


3.5 


[Homo sapiens] 


AA253424 


RC_AA253424 


ESTs; Moderately similar to '.!!! ALU SUBFAMILY SQ WARNING 




1.8 


3.5 


ENTRY !!!! [H.sapiens] 


N23761 


RCJM23761 


GLUCOS YLC E RAM 1 D ASE PRECURSOR 


T48672 


RC_T48672_s 


1.1 


3.5 


collagen; type VI; alpha 3 


X52022 


X52022 


2.6 


3.5 


ESTs; Highly similar to HYPOTHETICAL 44.2 KD PROTEIN IN 










SC02-MRF1 INTERGENIC REGION [Saccharomyces 






2.1 


3.5 


cerevisiae] 


T35725 


T35725_s 


ESTs; Weakly similar to !!!! ALU SUBFAMILY SP WARNING 






1.1 


3.5 


ENTRY !!!! [H.sapiens] 


T40145 


T40145 


Human mRNA for KIAA9 gene; complete cds 


H86350 


RC_H86350__s 


1.3 


3.5 


ESTs; Moderately similar to neuronal thread protein AD7c-NTP 






1.3 


3.5 


[H.sapiens] 


R81173 


RC.R81173 


fatty-acid-Coenzyme A ligase; long-chain 3 


AA316272 


AA316272 


1.7 


3.5 


ESTs 


R46209 


RC.R46209 


1.4 


3.5 
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ESTs AA397916 RC_AA397916J 

ESTs T89379 RCJT89379 

ESTs H9871 4 RC.H9871 4_s 

ESTs N69552 RC_N69552 

Human alpha satellite and satellite 3 junction DNA sequence M21305 M21305 
transcription factor AP-2 alpha (activating enhancer-binding 

protein 2 alpha) AA458761 AA458761 J 

Prolactin-lnduced Protein HG1763-HT1780 HG1763-HT1780 

ESTs AA1 64586 RC_AA164586_s 
Human protein immuno-reactive with anti-PTH polyclonal 

antibodies mRNA; partial cds AA447146 RC_AA447146_s 

H4 histone family; member G X60486 X60486 

ESTs AA424798 RC.AA424798 

ESTs AA425309 RC_AA425309 

ESTs R55185 RC_R55185 

Homo sapiens mRNA for KIAA48 protein; complete cds AA412149 RC__AA412149 
ESTs; Weakly similar to neuronal thread protein AD7c-NTP 

[H.sapiens] AA621557 RC.AA621557 

desmoplakin (DPI; DPII) W95070 RCJ/V95070 

ESTs R49482 RC.R49482 

ESTs AA406145 RC_AA406145_f 

dual specificity phosphatase 4 U48807 U48807 
ESTs; Weakly similar to !!!! ALU SUBFAMILY J WARNING 

ENTRY MM [H.sapiens] N22107 RC_N22107 

golgi SNAP receptor complex member 1 AA481414 RC_AA481414 
Human protein immuno-reactive with anti-PTH polyclonal 

antibodies mRNA; partial cds . U28831 U28831 

matrix metalloproteinase 7 (matrilysin; uterine) L22524 L22524 

Homo sapiens clone 24629 mRNA sequence AA41 9386 RC_AA41 9386 

EST W86779 RC.W86779 
ser-Thr protein kinase related to the myotonic dystrophy protein 

kinase N3921 4 RC.N3921 4 

ESTs T10100 RC_T10100_f 

ESTs AA251 297 RC.AA251 297 

mammaglobin 1 U33147 U33147 
ESTs; Weakly similar to !!!! ALU CLASS B WARNING ENTRY 

!!!! [H.sapiens] N66845 RC_N66845 
Sjogren syndrome antigen A2 (6kD; ribonucleoprotein 

autoantigen SS-A/Ro) AA0751 82 RC_AA0751 82 

ESTs AA41 1621 RC.AA41 1621 

ESTs AA255933 RC.AA255933 

ESTs H88496 H88496_s 

Protein Kinase Ht31, Camp-Dependent HG2167-HT2237 HG2167-HT2237 

prolactin-induced protein J03460 J03460_s 

ESTs W81 552 RCJ/V81 552 

ESTs AA398892 RC_AA398892 

X-box binding protein 1 M31627 M31627 

ESTs H48032 RC_H48032 

protein tyrosine phosphatase; receptor type; F Y00815 Y00815 
homotog of mouse quaking QKI (KH domain RNA binding 

protein) AA280004 RC.AA280004 

ESTs F1 0707 RC_F1 0707 



1.4 
1.1 
1.6 
1.2 
29.9 

13.9 
11.9 
6.2 

5.9 
5.8 
5.5 
5.4 
5.3 
5.0 

5.0 
5.0 
4.6 
4.6 
4.5 

4.5 
4.4 

4.4 
4.4 
4.3 
4.3 

4.3 
4.3 
4.3 
4.2 

4.2 

4.2 
4.1 
4.0 
4.0 
3.8 
3.8 
3.8 
3.8 
3.8 
3.7 
3.7 

3.7 
3.7 



3.5 
3.5 
3.5 
3.5 
0.3 

0.8 
0.4 
0.8 

1.6 
1.5 
2.9 
1.2 
1.2 
2.0 

1.3 
2.6 
2.0 
3.0 
0.5 

2.4 
0.9 

0.6 
0.6 
1.3 
0.7 

0.5 
0.9 
2.9 
0.7 

0.5 

2.0 
1.2 
1.4 
1.3 
1.2 
0.6 
1.0 
1.9 
0.8 
3.3 
1.2 

1.5 
1.3 
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ESTs 


AA255991 


RC.AA255991 


3.7 


1.0 


cadherin 3; P-cadherin (placental) 


X63629 


X63629 


3.7 


0.5 




N67149 


RC_N67149 


3.5 


3.3 


Homo sapiens CD24 signal transducer mRNA, complete cds 










and 3' region 


L33930 


L33930 


3.5 


1.1 


copine III 


W86835 


RCW86835 


3.5 


1.9 


Homo sapiens mRNA for semaphorin E; complete cds 


AA042990 


RC_AA042990_s 


3.5 


1.0 


Homo sapiens clone 23967 unknown mRNA; partial cds 


AA070485 


RC.AA070485 


3.4 


2.6 


Homo sapiens mRNA for KIAA882 protein; partial cds 


Z39762 


RC_Z39762_s 


3.4 


0.9 


CCTc 
CO 1 S 


AA419622 


RC_AA419622 


3.4 


3.2 


SRY (sex determining region Y>box 4 


AA400004 






0.4 


Human gastrointestinal tumor-associated antigen GA733-1 






3.4 


0.4 




J04152 


J04152_ma1 


ESTs; Highly similar to RING3 PROTEIN [Homo sapiens] 


AA1 88647 


RC.AA1 88647 


3.3 


2.8 


ESTs; Weakly similar to Numbltke [M.musculus] 


AA463254 


RC_AA463254_s 


3.3 


1.6 


u/ppl+ nnmhp^ hnmnlon 

YVCC 1 ■ \w. f l Ivi i iwivy 


T16282 


RC_T16282_f 


3.3 


1.1 


c\A/t/CKtp rAiafpri* rnafriY a^nriatpd* actin denendent regulator 






3.3 


3.4 


of chromatin; subfamily a; member 4 


U29175 


U29175 


Homo sapiens mRNA for squalene epoxidase, partial cds 


D78129 


D78129 


3.3 


1.4 


ESTs 


AA456687 


AA456687 


3.3 


2.2 


F*5Tc* Wpaklv similar to NF-kB subunit fH saoiensl 


AA487561 


RC_AA487561 


3.3 


1.2 


hpnatnrvtp orowth factor activator inhibitor 

IICUalvvYLw Ml UVVU 1 IQwiwI OvUVQlVI II II ttmji Iv ■ 


AA1 57857 


RC_AA157857_s 


3.3 


2.4 


MITOCHONDRIAL 6S RIBOSOMAL PROTEIN L3 


X06323 


X06323 


3.3 


2.1 


CCTc 


AA496053 


RC_AA496053 


3.3 


1.8 




AA058846 


RC_AA058846 


3.3 


3.3 


coTc' Hinhlv cimtlar to N-TFRMINAL ACETYL TRANSFERASE 

CO 1 5, n»y Illy oil 1 lllal IU 1 'I I c r\ I VI 1 1 l_ rw^c i i i— i nniiwr unnwu 






3.3 


3.3 


COMPLEX ARD1 SUBUNIT HOMOLOG [Leishmania donovani] 


C02582 


C02582 


stanniocalcin 2 


AA1 26474 


RC_AA1 26474 


3.2 


0.2 


STATHMIN 


D51276 


RC_D51276J 


3.2 


3.0 


collagen; type I; alpha 1 


Z74615 


274615 


3.2 


3.0 


ESTs 


AA485431 


RC_AA485431_s 


3.2 


2.4 


CCTc 
CO 1 *> 


H89575 


H89575_s 


3.2 


0.6 


ESTs 


T17185 


RC_T17185 


3.2 


3.0 


ESTs 


R39044 


RC_R39044 


3.2 


0.8 


ESTs 


D60411 


RC_D60411_s 


3.2 


0.8 


ESTs; Weakly similar to ubiquitous TPR motif; Y isoform 






3.2 


2.5 


[H.sapiens] 


T91518 


RC_T91518_f 


3-prime-phosphoadenosine 5-prime-phosphosulfate synthase 1 


AA1 65526 


RC_AA1 65526 


3.2 


1.8 


androgen receptor (dihydrotestosterone receptor; testicular 










feminization; spinal and bulbar muscular atrophy; Kennedy 








1 A 


disease) 


M35851 


M35o51 




Human mRNA for calgizzarin; complete cds 


D38583 


D3o5o3 




4m. O 


Human 26S proteasome-associated pad1 homolog (POH1) 






3.2 


2.5 


mRNA; complete cds 


AA621752 


RC.AA621752 


heterogeneous nuclear ribonucleoprotein U (scaffold attachment 






3.2 


3.4 


factor A) 


R99599 


RC_R99599_s 


ESTs 


AA088228 


RC.AA088228 


3.2 


1.4 


ESTs 


W72838 


RC.W72838 


3.2 


1.0 


ESTs 


AA485212 


RC_AA485212 


3.1 


1.4 


keratin 19 


Y00503 


Y00503 


3.1 


1.1 


collagen; type XV; alpha 1 


L25286 


L25286 


3.1 


3.4 


ESTs; Weakly similar to predicted using Genefinder [C.elegans] 


AA416886 


RC_AA416886 


3.1 


3.1 
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ESTs 


AA406294 


RC_AA406294 


3.1 


3.1 


Unman alnha-1 fnllanAn h/np 1 nenA V end 


M55998 


M55998 


3.1 


1.7 


CO 1 9 


W02734 


RC_W02734 


3.1 


1.4 


KERATIN; TYPE 11 CYTOSKELETAL 7 


M13955 


M13955 


3.1 


1.1 


H.sapiens mRNA for retrotransposon 


AA598453 


RC_AA598453_s 


3.1 


0.7 


ESTs; Weakly similar to DREBRINS E1 AND E2 [Gallus gallus] 


N69879 


RC_N69879_s 


3.1 


1.6 


ESTs 


N48603 


RC_N48603 


3.1 


1.2 


ESTs; Highly similar to RSP5 PROTEIN [Saccharomyces 
cerevisiae] 


N51488 


RC_N51488 


3.0 


1.6 


ESTs; Weakly similar to 25 kDa trypsin inhibitor [H.sapiens] 


N67422 


RC_N67422_s 


3.0 


1.5 


ESTs; Highly similar to 6S RIBOSOMAL PROTEIN L3A 
[Saccharomyces cerevisiae] 


AA045365 


RC_AA045365 


3.0 


1.7 


ESTs 


T32108 


RCJT32108 


3.0 


1.1 


ESTs; Weakly similar to FUN9 transcript; essential gene; similar 
to Schizosaccharomyces pombe unknown orf SPAC24B1 1.8c; 
GenBank Accession Number 267757 [S.cerevisiae] 


AA504631 


RC_AA504631 


3.0 


3.0 
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t^ccession^ 




Z29083 


5T4 Oncofetal antigen 


AA443962 


Homo sapiens histone acetyltransferase (HB01) mRNA ( 
complete cds 


AA055656 


ESTs 


D20342 


transducer of erbB-2 (TOB) 


AA1 30273 


to i s, nigniy similar to uubAGt COMPENSATION 
REGULATOR [Drosophila melanogaster] 


U23070 


Human putative transmembrane protein (nma) mRNA; 
complete cds 


AA235448 


ESTs 




to 1 S 


AA436880 


ESTs; Moderately similar to similar to rat integral 
membrane glycoprotein; PIR Accession Number A467 
[H.sapiens] 


AA256485 |ESTs 



FIGURE 9 



ft 
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UniGene ID 




Accession 




UniGene Title 



" tumor/7 
body 


90%ti!e 
tumor 


75%tile 
body 


ratio tumor/ 
normal breast 



OS 

Mi 



AA1 26474 


Hs. 155223 


stanniocalcin 2 


72.2 


722 


1 


1.9 


U20758 

W> w 9 ww 


Hs.313 


secreted phosphoprotein 1 (osteopontin; bone sialoprotein 


45.7 


457 


1 


39.7 


AA434329 


Hs. 36563 


ESTs BCJ7 


40.2 


402 


1 


4 


AA250737 


HS.72472 


ESTs BCY2 


35.9 


359 


10 


29.7 


X82153 


Hs. 83942 


cathepsin K (pycnodysostosis) 


34.3 


411 


12 


5.1 


X03635 


Hs.1657 


estrogen receptor 1 BCQ3 


32.2 


322 


1 


4.7 


H09290 


Hs.76550 


ESTs; Weakly similar to unknown [H. sapiens] 


30.6 


306 


4 


26.5 


AA428090 


Hs.26102 


ESTs BCN2 


29 


290 


1 


26.8 


AA4 19547 


Hs.11713 


ESTs 


26.3 


356 


14 


1 


AA256485 


Hs. 182471 


ESTs BC02 


25.4 


508 


20 


3 


N67239 


Hs. 10760 


ESTs BCX9 


25.1 


288 


12 


6.7 


Z38595 


Hs.125019 


ESTs; Weakty similar to 111! ALU SUBFAMILY J WARNING BCY3 


24.2 


242 


10 


5.6 


H25836 


Hs.83429 


tumor necrosis factor (ligand) superfamily; member 10 


22.8 


228 


9 


12.4 


HG1763-HT1780 




Prolactin-lnduced Protein 


22.7 


760 


34 


1.4 


C01714 


Hs.3838 


serunvinducible kinase 


22.6 


226 


10 


0.9 


U28686 


Hs. 182225 


RNA binding motif protein 3 


22.1 


221 


9 


17.8 


AA4 11621 


Hs.8895 


ESTs 


21.2 


212 


6 


17.4 


N46252 


Hs.29724 


ESTs BCX6 


20.9 


209 


1 


19.5 


U05237 


Hs. 99872 


fetal Alzheimer antigen 


20.6 


206 


4 


19.1 


U48807 

w w V/ f 


Hs.2359 


dual specificity phosphatase 4 


20.2 


202 


5 


1.3 


AA070801 

nnvi www i 


Hs.51615 


ESTs; Weakly similar to ll!l ALU SUBFAMILY SQ WARNI 


18.7 


187 


1 


17 


U28831 


Hs.44566 


Human protein immuno-reactive with anti-PTH polyclonal 


18.6 


186 


10 


1.5 


AA292066 


Hs.240802 


ESTs; Weakly similar to Br140 [H. sapiens] 


17.5 


175 


2 


12.8 


AA291725 


Hs. 105700 


secreted frizzled-related protein 4 BCX2 


17.4 


409 


24 


7.8 


N26722 


Hs. 42645 


ESTs BCY5 


17.4 


174 


9 


6.9 


AA256323 


Hs. 25264 


ESTs 


16.6 


166 


8 


12.7 


AA065217 


Hs. 169674 


ESTs 


16.2 


162 


1 


4.2 


AA446650 


Hs.27860 


ESTs 


16 


255 


16 


6.6 


D1 3666 

W 1 wWWw 


Hs. 136348 


osteoblast specific factor 2 (fasciclin Mike) BCA4 


15.7 


1030 


66 


5 


AA621 169 


Hs.8687 


ESTs BCX8 


15.6 


156 


7 


10.8 


L07615 




"Human neuropeptide Y receptor Y1 (NPYY1) mRNA, exo 


15.3 


153 


1 


14.1 


AA456598 


Hs.240190 


ESTs 


15.2 


152 


1 


12.6 


AA007234 

nnuw f w" 


Hs 30098 

1 • w ♦ W W w w 


ESTs 


14.9 


149 


1 


6.4 


F01831 


Hs. 14838 


ESTs BCX4 


14.6 


219 


15 


7.6 


N66818 


Hs.42179 


ESTs BCY6 


14.5 


145 


1 


2.4 


HG2167-HT2237 




"Protein Kinase Ht31, Camp-Dependent" 


14.4 


144 


9 


4.7 


Z39821 


Hs. 107295 


ESTs 


14.3 


143 


9 


13.1 


H05509 


Hs.24639 


ESTs 


14.2 


142 


1 


9.5 


T90621 


Hs. 109052 


chromosome 14 open reading frame 2 


14.2 


142 


6 


9.4 


AA171913 


Hs.5338 


carbonic anhydrase XII 


14.2 


390 


28 


22.5 


AA1 49007 


Hs.243954 


ESTs 


13.7 


137 


1 


8.9 


N22222 




"yw34b06.s1 Morton Fetal Cochlea Homo sapiens cDNA 


13.5 


135 
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ESTs 
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karyopherin (importin) beta 2 
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ESTs 




6.1 


110 


18 


10.2 


AA1 76690 
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lysosomal-associated membrane protein 2 
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Human mRNA for KIAA01 17 gene; partial cds 
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ESTs 
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Hs.62180 


ESTs 
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4.2 


AA504642 


Hs.28436 


ESTs; Weakly similar to coded for by C. elegans cDNA CE 
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arg/Abl-interacting protein ArgBP2 
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Hs.78589 


protease inhibitor 12 (neuroserpin) 
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Hs.181104 


ESTs 
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Hs.80342 


keratin 15 
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X53793 


Hs.1 17950 


multifunctional polypeptide similar to SAICAR synthetase 
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Hs.16530 


small inducible cytokine subfamily A (Cys-Cys); member 1 
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Hs.26267 


ESTs; Weakly similar to torsinA {H.sapiens] 
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S-adenosylmethionine decarboxylase 1 
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eukaryotic translation initiation factor 2; subunit 3 (gamma 
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transcription factor 4 
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ESTs; Weakly similar to PROBABLE ATP-DEPENDENT R 
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ESTs; Weakly similar to 111! ALU CLASS C WARNING EN 
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ESTs 




5.7 


57 


1 


4.5 


AA092376 


Hs.90606 
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potassium voltage-gated channel; delayed-rectifier, subfa 
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ESTs 
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AA280617 Hs.100861 ESTs; Weakly similar to p60 katanin [H.sapiens] 

X52003 Hs.1406 trefoil factor 1 (breast cancer; estrogen-inducible sequenc BC07 

AA121266 . Hs.34641 ESTs PAA8 

AA521472 Hs.73435 ESTs 

D87469 Hs.57652 EGF-like-domain; multiple 2 

AA45241 1 Hs.29679 ESTs 

AA504631 Hs.26813 ESTs; Weakly similar to (defline not available 4689108) [H 

AA621557 Hs.58633 ESTs; Moderately similar to III! ALU SUBFAMILY SQ WA 

AI051602 Hs.41 12 acetyl-Coenzyme A acetyltransf erase 2 (acetoacetyl Coen 

AA418069 Hs.241391 natural killer-tumor recognition sequence 

T26989 Hs.121576 aspartate beta-hydroxylase 

AA143019 Hs. 182667 ESTs; Highly similar to surface 4 integral membrane prote 

W90146 Hs.35962 ESTs 

N37065 Hs.44856 ESTs; Moderately similar to !!!! ALU SUBFAMILY SQ WA 

T23983 Hs.7365 ESTs; Moderately similar to llll ALU SUBFAMILY SQ WA 

AA1 30273 Hs.7584 ESTs; Weakly similar to (defline not available 4240269) [H BCF3 

AA262942 Hs.79741 ESTs 

M86546 Hs.155691 pre- B-ce II leukemia transcription factor 1 

U15932 Hs.2128 dual specificity phosphatase 5 

AA338760 Hs. 1 51 59 ESTs 

AA460350 Hs.22370 ESTs 

AA1 33250 Hs.62180 ESTs 

N 22414 "yw39a07.s1 Weizmann Olfactory Epithelium Homo sapie 

N63823 Hs.220470 ESTs; Moderately similar to !!!! ALU SUBFAMILY SQ WA 

W60473 Hs.57787 ESTs 

AA287115 Hs.99697 ESTs 

AA313639 Hs.185783 ESTs 

M14219 Hs.76152 decorin 

N79749 Hs.87627 ESTs 

H89575 Hs.93468 ESTs 

D59894 Hs.34782 ESTs BCJ1 

AA485223 Hs.34892 ESTs 

U43189 Hs.82143 Human Ets transcription factors NERF-1a and NERF-1b ( 

AA347973 Hs.221132 ESTs 

AA459657 Hs.1231 1 Homo sapiens clone 23570 mRNA sequence 

AA1 30596 Hs.71 331 ESTs; Weakly similar to potent heat-stable protein phosph 

R45175 Hs.1 17183 ESTs 

Z39549 Hs. 153746 ESTs 

AA292655 Hs.96557 ESTs 

F02641 Hs. 12342 Homo sapiens clone 24538 mRNA sequence 

AA610070 Hs.151469 ESTs; Highly similar to CASK [H.sapiens] 

W52493 Hs.13531 ESTs 

H46617 Hs.172241 "yp19h1.r1 Soares breast 3NbHBst Homo sapiens cDNA CVA3 

AA449887 ESTs 

AA101416 Hs.107149 ESTs 

AA406546 Hs.71968 ESTs 

AA465701 Hs.108646 ESTs 

W80702 Hs.58461 ESTs 

AA837495 Hs.69851 ESTs; Weakly similar to Wiskott-Aldrich syndrome protein 

AA090695 Hs.181385 ESTs 

AA1 32007 Hs. 1 67420 ESTs 

Y00503 Hs.1 82265 keratin 19 

AA418230 Hs.8172 ESTs; Weakly similar to alternatively spliced product using 

M22995 Hs.865 RAP1A; member of RAS oncogene family 

U89326 Hs. 87223 bone morphogenetic protein receptor; type IB 

X63629 Hs.2877 cadherin 3; P-cadherin (placental) 

AA122147 Hs.64691 Homo sapiens mRNA for KIAA0483 protein; partial cds 

D14878 Hs.82043 D123 gene product 

AA236559 Hs.8768 ESTs; Weakly similar to neuronal thread protein AD7c-NT 

AA598710 Hs.23740 ESTs 
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Hs. 130093 
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ESTs 
ESTs 
ESTs 
ESTs 

ESTs; Weakly similar to HI! ALU CLASS C WARNING EN 

ESTs 

ESTs 

ESTs BC01 

tumor protein p53 (Li-Fraumeni syndrome) 

ESTs 

ESTs 

caspase 7; apoptosis-related cysteine protease 
ESTs 

Homo sapiens clone 669 unknown mRNA; complete sequ 
ESTs 

ESTs; Moderately similar to !!!! ALU SUBFAMILY SQ WA 
ESTs; Weakly similar to Similar to Rat trg gene product [C 
ESTs; Weakly similar to IH! ALU SUBFAMILY SB WARN IN 
damage-specific DNA binding protein 1 (127kD) 
5T4 oncofetal trophoblast glycoprotein 
H3 histone; family 3A 

ESTs; Weakly similar to hypothetical protein [H. sapiens] 
Homo sapiens mRNA for KIAA0733 protein; partial cds 
procollagen-lysine; 2-oxogiutarate 5-dioxygenase (lysine h 
GUANINE-MONOPHOSPHATE SYNTHETASE 
ESTs 
cyclin G2 

V-Erba Related Ear-3 Protein 
LIM domain only 4 
Norrie disease (pseudoglioma) 
M-phase phosphoprotein 6 

ESTs; Weakly similar to (defline not available 4200325) [H 

ESTs 

ESTs 

ESTs 

ESTs; Moderately similar to !!!! ALU SUBFAMILY SQ WA 

ESTs 

ESTs 

ESTs 

ESTs; Weakly similar to (defline not available 5081652) [H 
Homo sapiens clone 23965 mRNA sequence 
ESTs; Highly similar to iroquois-class homeodomain prote 
Homo sapiens mRNA for KIAA0871 protein; complete cds 
SEC22; vesicle trafficking protein (S. cerevisiae)-like 1 
protein tyrosine phosphatase type IVA; member 2 
CMP-sialic acid transporter 
ESTs 

H.sapiens mRNA for SMT3B protein 

keratin 5 (epidermolysis bullosa simplex; Dowling-Meara/K 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs; Moderately similar to C-1-TETRAHYDROFOLATE 
ESTs; Weakly similar to predicted using Genefinder [C.ele 
ESTs 

ESTs; Weakly similar to (defline not available 3874821) [C 

ESTs 

ESTs 

ESTs 
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AA236010 

AA748483 

AA412108 

AA513722 

X74987 

AA609427 

AA459555 

W79865 

X06323 

AA165231 

R38185 

AA1 29390 

D14661 

D25538 

D26361 

HG4557-HT4962 

C02582 

AA040154 

AA286809 

AA412473 

AA026894 

N24716 

R68425 

AA055768 

AA165313 

AA478625 

AA044840 

N90960 

AA873285 

D21262 

AA214305 

AA235803 

AA1 02520 

AA491465 

AA393803 

U02680 

U 18291 
AA476473 

AA609943 

T34527 

W19222 

AA400247 

H29532 

N49408 

W02102 

W69134 

AA4 12488 

AA447504 

AA437118 

AA421139 

N64405 

AA431459 

AA447230 

AA135468 

R38102 

J04177 

H25577 

AA047036 

AA148885 

AA1 90993 



Hs.26613 ESTs 

Hs.191356 Homo sapiens basic transcription factor 2 p44 (btf2p44) g 

Hs.191803 ESTs 

Hs. 179729 collagen; type X; alpha 1 (Schmid metaphyseal chondrody 

Hs.12013 ribonuclease L (2*;5'-oligoisoadenylate synthetase-depend 

Hs.210706 ESTs; Moderately similar to 111) ALU SUBFAMILY SP WAR 

Hs.31921 Homo sapiens mRIMA for KIAA0648 protein; partial cds 

Hs.58367 glypican 4 

Hs.79086 Human MRL3 mRNA for ribosomal protein L3 homologue 

Hs.8184 ESTs 

Hs. 83954 ESTs; Moderately similar to (defline not available 4335943 

Hs.5285 ESTs CO* 1 

Hs.1 1 9 gene predicted from cDNA with a complete coding sequen 

Hs. 172199 adenylate cyclase 7 

Hs.31 04 KIAA0042 gene product 

"Small Nuclear Ribonucleoprotein U1, 1snrp* 

Hs. 109253 ESTs; Highly similar to (defline not available 51 14045) [H. 

Hs.32478 ESTs 

Hs.28423 ESTs 

Hs.25880 ESTs 

Hs.42826 ESTs; Weakly similar to !!!! ALU CLASS B WARNING EN 

Hs.12244 ESTs 

Hs.28886 ESTs; Moderately similar to !!!! ALU SUBFAMILY SQ WA 

Hs.122576 ESTS 

Hs.131189 ESTs 
ESTs 

Hs.241676 stromal cell-derived factor 1 

Hs.227459 ESTs; Moderately similar to !!!! ALU SUBFAMILY SP WAR 
Hs.1 37947 ESTs 

Hs.75337 Human mRNA for KIAA0035 gene; partial cds 
Hs.76173 ESTs 
Hs.9946 ESTs 

Hs.1 6801 7 ESTs; Weakly similar to heat shock protein hsp40 homolo BCH2 
Hs.28792 ESTs BCU9 
Hs.1 6869 ESTs 
Hs. 82643 protein tyrosine kinase 9 

Hs.1 592 CDC16 (cell division cycle 16; S. cerevisiae; homolog) 
Hs.247244 Homo sapiens Trio mRNA; complete cds 
Hs.32793 ESTs 

Hs.80120 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acet 
Hs.7041 ESTs; Weakly similar to !!!! ALU SUBFAMILY SQ WARNI 
Hs.42173 ESTs 

Hs.101174 microtubule-associated protein tau 

Hs.1 36102 Homo sapiens mRNA for KIAA0853 protein; partial cds 

Hs.53565 ESTs; Weakly similar to !!!! ALU SUBFAMILY J WARNING 

Hs.57987 ESTs 

Hs.48820 ESTs 

Hs.100261 ESTs 

Hs.1 1500 ESTs 

Hs.173542 ESTs 

Hs.29379 ESTs 

Hs.47783 ESTs 

Hs.5070 ESTs 

Hs.71573 ESTs 

Hs.50421 KIAA0203 gene product 

Hs.82772 collagen; type XI; alpha 1 BCA8 
Hs.176588 ESTs; Weakly similar to (defline not available 4519535) [H BCB1 
Hs.62817 ESTs BCR9 
Hs.1 54443 minichromosome maintenance deficient (S. cerevisiae) 4 
Hs. 2461 74 a disintegrin and metalloproteinase domain 12 (meltrin alp 
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GAGGTCGGCAGAAGTGACAAGCTTTCCCTGCCTGGCTTTGAGAACCTCACAGCAGGATATAACAAATTTCTCAGGCCCAA 
TTTTGGTGGAGAACCCGTACAGATAGCGCTGACTCTGGACATTGCAAGTATCTCTAGCATTTCAGAGAGTAACATGGACT 
ACACAGCCACCATATACCTCCGACAGCGCTGGATGGACCAGCGGCTGGTGTTTGAAGGCAACAAGAGCTTCACTCTGGAT 
GCCCGCCTCGTGGAGTTCCTCTGGGTGCCAGATACTTACATTGTGGAGTCCAAGAAGTCCTTCCTCCATGAAGTCACTGT 
GGGAAACAGGCTGATCCGCCTCTTCTCCAATGGCACGGTCCTGTATGCCCTCAGAATCACGACAACTGTTGCATGTAACA 
TGGATCTGTCTAAATACCCCATGGACACACAGACATGCAAGTTGCAGCTGGAAAGCTGGGGCTATGATGGAAATGATGTG 
GAGTTCACCTGGCTGAGAGGGAACGACTCTGTGCGTGGACTGGAACACCTGCGGCTTGCTCAGTACACCATAGAGCGGTA 
TTTCACCTTAGTCACCAGATCGCAGCAGGAGACAGGAAATTACACTAGATTGGTCTTACAGTTTGAGCTTCGGAGGAATG 
TTCTGTATTTCATTTTGGAAACCTACGTTCCTTCCACTTTCCTGGTGGTGTTGTCCTGGGTTTCATTTTGGATCTCTCTC 
GATTCAGTCCCTGCAAGAACCTGCATTGGAGTGACGACCGTGTTATCAATGACCACACTGATGATCGGGTCCCGCACTTC 
TCTTCCCAACACCAACTGCTTCATCAAGGCCATCGATGTGTACCTGGGGATCTGCTTTAGCTTTGTGTTTGGGGCCTTGC 
TAGAATATGCAGTTGCTCACTACAGTTCCTTACAGCAGATGGCAGCCAAAGATAGGGGGACAACAAAGGAAGTAGAAGAA 
GTCAGTATTACTAATATCATCAACAGCTCCATCTCCAGCTTTAAACGGAAGATCAGCTTTGCCAGCATTGAAATTTCCAG 
CGACAACGTTGACTACAGTGACTTGAC7\ATGAAAACCAGCGACAAGTTCAAGTTTGTCTTCCGAGAAAAGATGGGCAGGA 
TTGTTGATTATTTCACAATTCAAAACCCCAGTAATGTTGATCACTATTCCAAACTACTGTTTCCTTTGATTTTTATGCTA 
GCCAATGTATTTTACTGGGCATACTACATGTATTTT TGA GTCAATGTTAAATTTCTTGCATGCCATAGGTCTTCAACAGG 
ACAAGATAATGATGTAAATGGTATTTTAGGCCAAGTGTGCACCCACATCCAATGGTGCTACAAGTGACTGAAATAATATT 
TGAGTCTTTCTGCTCAAAGAATGAAGCTCCAACCATTGTTCTAAGCTGTGTAGAAGTCCTAGCATTATAGGATCTTGTAA 
TAG/^AACATCAGTCCATTCCTCTTTCATCTTAATCAAGGACATTCCCATGGAGCCCAAGATTACAAATGTACTCAGGGCT 
GTTTATTCGGTGGCTCCCTGGTTTGCATTTACCTCATATAAAGAATGGGAAGGAGACCATTGGGTAACCCTCAAGTGTCA 
GAAGTTGTTTCTAAAGTAACTATACATGTTTTTTACTAAATCTCTGCAGTGCTTATAAAATACATTGTTGCCTATTTAGG 
GAGTAACATTTTCTAGTTTTTGTTTCTGGTTAAAATGAAATATGGGCTTATGTCAATTCATTGGAAGTCAATGCACTAAC 
TCAATACCAAGATGAGTTTTTAAATAATGAATATTATTTAATACCACAACAGAATTATCCCCAATTTCCAATAAGTCCTA 
TCATTGAAAATTCAAATATAAGTGAAGAAAAAATTAGTAGATCAACAATCTAAACAAATCCCTCGGTTCTAAGATACAAT 
GGATTCCCCATACTGGAAGGACTCTGAGGCTTTATTCCCCCACTATGCATATCTTATCATTTTATTATTATACACACATC 
CATCCTAAACTATACTAAAGCCCTTTTCCCATGCATGGATGGAAATGGAAGATTTTTTTGTAACTTGTTCTAGAAGTCTT 
AATATGGGCTGTTGCCATGAAGGCTTGCAGAATTGAGTCCATTTTCTAGCTGCCTTTATTCACATAGTGATGGGGTACTA 
AAAGTACTGGGTTGACTCAGAGAGTCGCTGTCATTCTGTCATTGCTGCTACTCTAACACTGAGCAACACTCTCCCAGTGG 
CAGATCCCCTGTATCATTCCAAGAGGAGCATTCATCCCTTTGCTCTAATGATCAGGAATGATGCTTATTAGAAAACAAAC 
TGCTTGACCCAGGAACAAGTGGCTTAGCTTAAGTAAACTTGGCTTTGCTCAGATCCCTGATCCTTCCAGCTGGTCTGCTC 
TGAGTGGCTTATCCCGCATGAGCAGGAGCGTGCTGGCCCTGAGTACTGAACTTTCTGAGTAACAATGAGACACGTTACAG 
AACCTATGTTCAGGTTGCGGGTGAGCTGCCCTCTCCAAATCCAGCCAGAGATGCACATTCCTCGGCCAGTCTCAGCCAAC 
AGTACCAAAAGTGATTTTTGAGTGTGCCAGGGTAAAGGCTTCCAGTTCAGCCTCAGTTATTTTAGACAATCTCGCCATCT 
TTAATTTCTTAGCTTCCTGTTCTAATAAATGCACGGCTTTACCTTTCCTGTCAGAAATAAACCAAGGCTCTAAAAGATGA 
TTTCCCTTCTGTAACTCCCTAGAGCCACAGGTTCTCATTCCTTTTCCCATTATACTTCTCACAATTCAGTTTCTATGAGT 
TTGATCACCTGATTTTTTTAACAAAATATTTCTAACGGGAATGGGTGGGAGTGCTGGTGAAAAGAGATGAAATGTGGTTG 
TATGAGCCAATCATATTTGTGATTTTTTAAAAAAAGTTTAAAAGGAAATATCTGTTCTGAAACCCCACTTAAGCATTGTT 
TTTATATAAAAACAATGATAAAGATGTGAACTGTGAAATAAATATACCATATTAGCTACCCACC 
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gSaScgcctSgagttcctctgggtgccagatactta^ 
SgggaSSggctcatcLcctcttctccaatgg 

aIcSgg^g^^ 

Jgtatttcaccttagtcaccagatcgcagcaggagacaggaaattacactagattggtcttacagtttg 

Stctgtatttcattttggaaacctacgttcctt 

tctSattcagtccctgcaagaacctgcattggagtga^ 

cttctcttcccaacaccaactgcttcatcaaggccatcgatgtgtacctggggatctgctttagctttgtgtt^ 
ttgctagaatatgcagttgctcactacagttccttacagcagatggcagccaaagatagggggacaacaaaggaagtaga 

AGAAGTCAGTATTACT^ 

AGGATTGTTGATTATTTCACAATTCAAAACCCCAGTAATGTTGATCACTATTCCAAACTACTGTTTCCTTTGATTTTTAT 
GCTAGCCAATGTATTTTACTGGGCATACTACATGTATTTTTGA 
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MM YSLHiAFVCLSLFT ER^IQGSQFNVEVGRSDKLSLPGFEMLTAGYHKFLRPHFGGEPVQIft 



RI VDYFTIQNPSNVDHYSKLLFPLI FMLANVFYWAYYMYF . 
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BCR3p1 



Ac-Ala-Cys-Asn-Met-Asp-Leu-Ser-Lys-Tyr-Pro- 
Met-Asp-Thr-Gln-Thr-NH 2 



Ac-Cys-Lys-Leu-GIn-Leu-Glu-Ser-Trp-Gly-Tyr 
-Asp-Gly-Asn-Asp-Val-N H 2 



BCR3p2 
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FIGURE 18 



GTGAAGAGAGGCGCGGCGTGACTGAGCTACGGTTCTGGCTGCGTCCTAGAGGCATCCGGGGCAGTAAAACCGCTGCGATC 
GCGGAGGCGGCGGCCAGGCCGAGAGCAGGCCGGGCAGGGGTGTCGGACGCAGGGCGCTGGGCCGGGTTTCGGCTTCGGCC 
ACAGCTTTTTTTCTCAAGGTGC AATG AAAGCCTTCCACACTTTCTGTGTTGTCCTTCTGGTGTTTGGGAGTGTCTCTGAA 
GCCAAGTTTGATGATTTTGAGGATGAGGAGGACATAGTAGAGTATGATGATAATGACTTCGCTGAATTTGAGGATGTCAT 
GGAAGACTCTGTTACTGAATCTCCTCAACGGGTCATAATCACTGAAGATGATGAAGATGAGACCACTGTGGAGTTGGAAG 
GGCAGGATGAAAACCAAGAAGGAGATTTTGAAGATGCAGATACCCAGGAGGGAGATACTGAGAGTGAACCATATGATGAT 
GAAGAATTTGAAGGTTATGAAGACAAACCAGATACTTCTTCTAGCAAAAATAAAGACCCAATAACGATTGTTGATGTTCC 
TGCACACCTCCAGAACAGCTGGGAGAGTTATTATCTAGAAATTTTGATGGTGACTGGTCTGCTTGCTTATATCATGAATT 
ACATCATTGGGAAGAATAAAAACAGTCGCCTTGCACAGGCCTGGTTTAACACTCATAGGGAGCTTTTGGAGAGCAACTTT 
ACTTTAGTGGGGGATGATGGAACTAACAAAGAAGCCACAAGCACAGGAAAGTTGAACCAGGAGAATGAGCACATCTATAA 
CCTGTGGTGTTCTGGTCGAGTGTGCTGTGAGGGCATGCTTATCCAGCTGAGGTTCCTCAAGAGACAAGACTTACTGAATG 
TCCTGGCCCGGATGATGAGGCCAGTGAGTGATCAAGTGCAAATAAAAGTAACCATGAATGATGAAGACATGGATACCTAC 
GTATTTGCTGTTGGCACACGGAAAGCCTTGGTGCGACTACAGAAAGAGATGCAGGATTTGAGTGAGTTTTGTAGTGATAA 
ACCTAAGTCTGGAGCAAAGTATGGACTGCCGGACTCTTTGGCCATCCTGTCAGAGATGGGAGAAGTCACAGACGGAATGA 
TGGATACAAAGATGGTTCACTTCTTACACACCTATGCTGACAAGATTGAATCTGTTCATTTTTCAGACCAGTTCTCTGGT 
CCAAAAATTATGCAAGAGGAAGGTCAGCCTTTAAAGCTACCTGACACTAAGAGGACACTGTTGTTTACATTTAATGTGCC 
TGGCTCAGGTAACACTTACCCAAAGGATATGGAGGCACTGCTACCCCTGATGAACATGGTGATTTATTCTATTGATAAAG 
CCAAAAAGTTCCGACTCAACAGAGAAGGCA7VACAAAAAGCAGATAAGAACCGTGCCCGAGTAGAAGAG7VACTTCTTGAAA 
CTGACACATGTGCAAAGACAGGAAGCAGCACAGTCTCGGCGGGAGGAGAAAAAAAGAGCAGAGAAGGAGCGAATCATGAA 
TGAGGAAGATCCTGAGAAACAGCGCAGGCTGGAGGAGGCTGCATTGAGGCGTGACGAAAAAGAAGTTGGAAAAGAAGCAA 
ATGAAAATGAAACAAATCAAAGTGAAAGCCATGTAAAGCCATCCCAGAGATTTGAGTTCTGATGCCACCTGTAAGCTCTG 
AATTCACAGGAAACATGAAAAACGCCAGTCCATTTCTCAACCTTAAATTTCAGACAGTCTTGGGCAACTGAGAAATCCTT 
ATTTCATCATCTACTCTGTTTGGGGTTTGGGGTTTTACAGAGATTGAAGATACCTGGAAAGGGCTCTGTTTCAAGAATTT 
TTTTTTCCAGATAATCAAATTATTTTGATTATTTTATAAAAGGAATGATCTATGAAATCTGTGTAGGTTTTAAATATTTT 
AAAAATTATAATACAAATCATCAGTGCTTTTAGTACTTCAGTGTTTAAAGAAATACCATGAAATTTATAGGTAGATAACC 
AGATTGTTGCTTTTTGTTTAAACCAAGCAGTTGAAATGGCTATAAAGACTGACTCTAAACCAAGATTCTGCAAATAATGA 
TTGGAATTGCACAATAAACATTGCTTGATGTTTTCTTGTATGTCTACATTAAACTTGAGAAAAAGTAAAAATTAGAACAC 
TGTATGTAGTAATGAAATTTCAGGGACCCAGAACATAATGTAGTATATGTTTTTAGGTGGGAGATGCTGATAACAAAATT 
AATAGGAAGTCTGTAGGCATTAGGATACTGACATGTACATGGAAAATTCTAGGGACAGGAGCATCATTTTTTCCTTACCT 
GATACCACGAACCAGTGACAACGTGAATGCTGTATTTTAAGTGGTTGTATGTTTATTTTCTTGAGTAACAAATGCATGAA 
AAATTAATGCTTCACCTAGGTAAGATCATTGGTCTGTGTGAAATCACAAATGTTTTTTCCTTCTTGGTTGCTGCAGCCTG 
GGTGGATGTTCATGGAGAAGCTCTGTTCTCTATATTATGGCTGTGTGCCGTTGCTTCTCCCTCTGCTTTTATCTTTTCCA 
CAGTTGAGGCTGGGTATGTTCTTTCAAAGAAATGGCCATGAATATGTGTAAGTATACTTTTGAAAATGAGCTTTCCTAAA 
CTATTGAGAGTTCTTTCCACCTCTTGCGGAACCAACTCTJGGAGGAGAGGCCCATGTATCTGCACGAGCACTTAGCTTGT 
TCAGATCTCTGCATTTTATAAATGCTTCTTACCAAGAAAGCATTTTTAGGTCATTGCTTGTACCAGGTAATTTTTGCCGG 
GGATGGGTAAGGGTTGGGTTTTCTGGTGGGAGTGGGGTGGTGGGTATTTTTTGTTGATGCTTTAGTGCAGGCCTGTTCTG 
AGGCAATAACAAGTTGCTGTGAAAACAGCATGTGCTGCTGCCTTTGTAACTGCATGGAAACTTTTCACATGGGTTTTTCT 
CCAAGTTAATACAGAAATATGTAAACTGAGAGATGCAAATGTAATATTTTTAACAGTTCATGAAGTTGTTATTAAAATAA 
CTAACATAAAACTTAATTACTTTAATATTATATAATTATAGTAGTGGCCTTGTTTTACAAACCTTTAAATTACATTTTAG 
AAATCAAAGTTGATAGTCTTAGTTATCTTTTGAGTAAGAAAAGCTTTCCTAAAGTCCCATACATTTGGACCATGGCAGCT 
AATTTTGTAACTTAAGCATTCATATGAACTACCTATGGACATCTATTAAAGTGATTGACAAAATCTCAAAAAAAAAAAAA 
AAAAAAAAAA 



FIGURE 19 



ATGAAAGCCTTCCACACTTTCTGTGTTGTCCTTCTGGTGTTTGGGAGTGTCTCTGAAGCCAAGTTTGATGATTTTGAGGA 
TGAGGAGGACATAGTAGAGTATGATGATAATGACTTCGCTGAATTTGAGGATGTCATGGAAGACTCTGTTACTGAATCTC 
CTCAACGGGTCATAATCACTGAAGATGATGAAGATGAGACCACTGTGGAGTTGGAAGGGCAGGATGAAAACCAAGAAGGA 
GATTTTGAAGATGCAGATACCCAGGAGGGAGATACTGAGAGTGAACCATATGATGATGAAGAATTTGAAGGTTATGAAGA 
CAAACCAGATACTTCTTCTAGCAAAAATAAAGACCCAATAACGATTGTTGATGTTCCTGCACACCTCCAGAACAGCTGGG 
AGAGTTATTATCTAGT^AATTTTGATGGTGACTGGTCTGCTTGCTTATATCATGAATTACATCATTGGGAAGAATAAA/VAC 
AGTCGCCTTGCACAGGCCTGGTTTAACACTCATAGGGAGCTTTTGGAGAGCAACTTTACTTTAGTGGGGGATGATGGAAC 
TAACAAAGAAGCCACAAGCACAGGAAAGTTGAACCAGGAGAATGAGCACATCTATAACCTGTGGTGTTCTGGTCGAGTGT 
GCTGTGAGGGCATGCTTATCCAGCTGAGGTTCCTCAAGAGACAAGACTTACTGAATGTCCTGGCCCGGATGATGAGGCCA 
GTGAGTGATCAAGTGCAAATAAAAGTAACCATGAATGATGAAGACATGGATACCTACGTATTTGCTGTTGGCACACGGAA 
AGCCTTGGTGCGACTACAGAAAGAGATGCAGGATTTGAGTGAGTTTTGTAGTGATAAACCTAAGTCTGGAGCAAAGTATG 
GACTGCCGGACTCTTTGGCCATCCTGTCAGAGATGGGAGAAGTCACAGACGGAATGATGGATACAAAGATGGTTCACTTC 
TTACACACCTATGCTGACAAGATTGAATCTGTTCATTTTTCAGACCAGTTCTCTGGTCCAAAAATTATGCAAGAGGAAGG 
TCAGCCTTTAAAGCTACCTGACACTAAGAGGACACTGTTGTTTACATTTAATGTGCCTGGCTCAGGTAACACTTACCCAA 
AGGATATGGAGGCACTGCTACCCCTGATGAACATGGTGATTTATTCTATTGATAAAGCCAAAAAGTTCCGACTCAACAGA 
GAAGGCAAACAAAAAGCAGATAAGAACCGTGCCCGAGTAGAAGAGAACTTCTTGAAACTGACACATGTGCAAAGACAGGA 
AGCAGCACAGTCTCGGCGGGAGGAGAAAAAAAGAGCAGAGAAGGAGCGAATCATGAATGAGGAAGATCCTGAGAAACAGC 
GCAGGCTGGAGGAGGCTGCATTGAGGCGTGACGAAAAAGAAGTTGGAAAAGAAGCAAATGAAAATGAAACAAATCAAAGT 
GAAAGCCATGTAAAGCCATCCCAGAGATTTGAGTTCTGA 



FIGURE 20 



MKAFHTFCVVLLVFGSVSEA KFDDFEDEEDIVEYDDNDFAEFEDVMEDSVTESPQRVIITEDDEDETTVELEGQDENQEG 
nrr.nADTOEGDTESEPYDDEEFEGYEDKPDTSSSKNK 

SRLAQAWFNTHRELLESNFTLVGDDGTNKEATSTGKLNQENEHIYNLWCSGRVCCEGMLIQLRFLKRQDLLNVLARMMRP 
VSDQVQIKVTMNDEDMDTYVFAVGTRKALVRLQKEMQDLSEFCSDKPKSGAKYGLPDSLAILSEMGEVTDGMMDTKMVHF 
LHTYADKIESVHFSDQFSGPKIMQEEGQPLKLPDTKRTLLFTFNVPGSGNTYPKDMEALLPLMNMVIYSIDKAKKFRLNR 
EGKQKADKNRARVEENFLKLTHVQRQEAAQSRREEKKRAEKERIMNEEDPEKQRRLEEAALRRDEKEVGKEANENETNQS 
ESHVKPSQRFEF. 
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Peptide Name: BCQ8p1 



Sequence: Ac-Cys-Lys-Pro-Asp-Thr-Ser-Ser-Ser-Lys-Asn-Lys 
-Asp-Pro-lle-Thr-NH 2 



Peptide Name: BCQ8p2 



Sequence: 



H-Lys-Phe-Asp-Asp-Phe-Glu-Asp-Glu-Glu-Asp 
-Ile-Val-Glu-Tyr-Cys-NH 2 
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GCGCCCGCGCTCGCAGGCCACTCTCTtfCTGTCGCCCGTCCCGCGCGCTCCTCCGACCCGCTCCGCTCCGCTCCGCTCGGCCCCGCGCCG 
CCCGTCAACATGATCCGCTGCGGCCTGGCCTGCGAGCGCTGCCGCTGGATCCTGCCCCTGCTCCTACTCAGCGCCATCGCCTTCGACAT 
CATCGCGCTGGCCGGCCGCGGCTGGTTGCAGTCTAGCGACCACGGCCAGACGTCCTCGCTGTGGTGGAAATGCTCCCAAGAGGGCGGCG 
GCAGCGGGTCCTACGAGGAGGGCTGTCAGAGCCTCATGGAGTACGCGTGGGGTAGAGCAGCGGCTGCCATGCTCTTCTGTGGCTTCATC 
ATCCTGGTGATCTGTTTCATCCTCTCCTTCTTCGCCCTCTGTGGACCCCAGATGCTTGTCTTCCTGAGAGTGATTGGAGGTCTCCTTGC 
CTTGGCTGCTGTGTTCCAGATCATCTCCCTGGTAATTTACCCCGTGAAGTACACCCAGACCTTCACCCTTCATGCCAACCCTGCTGTCA 
CTTACATCTATAACTGGGCCTACGGCTTTGGGTGGGCAGCCACGATTATCCTGATTGGCTGTGCCTTCTTCTTCTGCTGCCTCCCCAAC 
TACGAAGATGACCTTCTGGGCAATGCCAAGCCCAGGTACTTCTACACATCTGCCTAACTTGGGAATGAATGTGGGAGAAAATCGCTGCT 
GC TGAG AT GGACT C (^G AAG AAG AAACT GTT TCTCCAGGCG ACTTTG AAC CCATTTTTT GG CAGTGTTCAT ATT ATT AAACT AGT C AAA 
AATGCTAAAATAATTTGGGAGAAAATATTTTTTAAGTAGTGTTATAGTTTCATGTTTATCTTTTATTATGTTTTGTGAAGTTGTGTCTT 
TTCACTAATTACCTATACTATGCCAATATTTCCTTATATCTATCCATAACATTTATACTACATTTGTAAGAGAATATGCACGTGAAACT 
TAA(^CTTTATAAGGTAAAAATGAGGTTTCCAAGATTTAATAATCTGAYCAAGTTCTTGTTATTTCCAAATAGAATGGACTCGGTCTGT 
TAAGGGCTAAGGAGAAGAGGAAGATAAGGTTAAAAGTTGTTAATGACCAAACATTCTAAAAGAAATGCAAAAAAAAAGTTTATTTTCM 
GCCTTCGAACTATTTAAGGAAAGCAAAATCATTTCCTAAATGCATATCATTTGTGAGAATTTCTCATTAATATCCTGAATCATTCATTT 
TAGCTAAGGCTTCATGTTGACTCGATATGTCATCTAGGAAAGTACTATTTCATGGTCCAAACCTGTTGCCATAGTTGGTAAGGCTTTCC 
TTTAAGTGTGAAATATTTAGATGAAATTTTCTCTTTTAAAGTTCTTTATAGGGTTAGGGTGTGGGAAAATGCTATATTAATAAATCTGT 
AGTGTTTTGTGTTTATATGTTCAGAACCAGAGTAGACTGGATTGAAAGATGGACTGGGTCTAATTTATCATGACTGATAGATCTGGTTA 
AGTTGTGTAGTAAAGCATTAGGAGGGTCATTCTTGTCACAAAAGTGCCACTAAAACAGCCTCAGGAGAATAAATGACTTGCTTTTCTAA 
ATCTCAGGTTTATCTGGGCTCTATCATATAGACAGGCTTCTGATAGTTTGCAACTGTAAGCAGAAACCTACATATAGTTAAAATCCTGG 
TCTTTCTTGGTAAACAGATTTTAAATGTCTGATATAAAACATGCCACAGGAGAATTCGGGGATTTGAGTTTCTCTGAATAGCATATATA 
TGATGCATCGGATAGGTCATTATGATTTTTTACCATTTCGACTTACATAATGAAAACCAATTCATTTTAAATATCAGATTATTATTTTG 
TAAGTTGTGGAAAAAGCTAATTGTAGTTTTCATTATGAAGTTTTCCCAATAAACCAGGTATTCTAAACTTGAAAAAA7UUAAAAAAAAA 
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; ^ ATGATCCGCTGCGGCCTGGCCTGCGAGCGCTGCCGCTGGATCCTGCCCCTGCTCCTACTCAGCGCCATCGCCTTCGACATCATCGCGCT 
yp GGCCGGCCGCGGCTGGTTGCAGTCTAGCGACCACGGCCAGACGTCCTCGCTGTGGTGGAAATGCTCCCAAGAGGGCGGCGGCAGCGGGT 
Q .. CCTACGAGGAGGGCTGTCAGAGCCTCATGGAGTACGCGTGGGGTAGAGCAGCGGGTGCCATGCTCTTCTGTGGCTTCATCATCCTGGTG 

: 3, ATCTGTTTCATCCTCTCCTTCTTCGCCCTCTGTGGACCCCAGATGCTTGTCTTCCTGAGAGTGATTGGAGGTCTCCTTGCCTTGGCTGC 
TGTGTTCCAGATCATCTCCCTGGTAATTTACCCCGTGAAGTACACCCAGACCTTCACCCTTCATGCCAACCCTGCTGTCACTTACATCT 
ATAACTGGGCCTACGGCTTTGGGTGGGCAGCCACGATTATCCTGATTGGCTGTGCCTTCTTCTTCTGCTGCCTCCCCAACTACGAAGAT 
GACCTTCTGGGCAATGCCAAGCCCAGGTACTTCTACACATCTGCCTAA 



FIGURE 23 



human BC05 1 MI RCGLACERCRWI LPLLLLSAI AFDI I ALAGRGWLQSS DHGQTSSLWWK 50 

mousySi 1 MLRCGLACERCRWILPLLLLSAIAFDIIALAGRGWLQSSNHIQTSSLWWR 50 

rat_BCQ5 1 

human BCQ5 51 CSQEGGGSGSYEEGCQSLMEYAWGRAAAAMLFCGFIILVICFILSFFALC 100 

mou^e-IcS 51 CFDEGGGSGSYDDGCQSLMEYAWGRAAAATLFCGFIILCICFILSFFALC 100 

? IffsT i EYAWGRAAAATLFCGFIILVICFILSFFALC 31 

rat_BCQ5 i 

human BCQ5 101 GPQMLVFLRVIGGLLALAAVFQIISLVIYPVKYTQTFTLHANPAVTYIYN 150 

mousMSi 101 G PQML V FLRV I GG LLALAAI FQ 1 1 S L V IYPVKYTQTFRLHDN P AVN Y I YN 150 

ra^BcS 32 GPQMLVFLRVIGGLLALAAVFQIISLVIYPVKYTQTFRLHDNPAVNYIYN 81 

human BCQ5 151 WAYGFGWAATIILIGCAFFFCCLPNYEDDLLGNAKPRYFYTSA 193 

mouJe"BCQ5 151 WAYGFGWAATIIL.IGCSFFFCCLPNYEDDLLGAAKPRYFYPPA 193 

Mt BCQ5 82 WAYGFGWAATIILIGCSFFFCCLPNYEDDLLGNAKPRYFYTSA 124 
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BCQ5p1 



Ac-Cys-Ser-Tyr-Ser-Ala-Pro-Ser-Pro-Ser-Thr 
-Ser-Ser-Arg-Trp-Pro-N H 2 



BCQ5p2 



Ac-Cys-Leu-Pro-Asn-Tyr-Glu-Asp-Asp-Leu 
-Leu-Gly-Asn-AIa-Lys-Pro-NH 2 



BCQ5p3 



Ac-Cys-Gly-Gly-Asn-AIa-Pro-Lys-Arg-Gly-Gly 
-Gly-Arg-Gly-Ser-Tyr-N H 2 
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FIGURE 27 



GTCACCGGAATCAAGGTGTGGCTGGAGCGCCGCTCCCCCGCCGYCAGCCCGKKGGCCGCGTCTTCGGGGGAGCCGCCTCTTCCTTWATTC 
GGCKCYGACAGCGCTCGCAGGACCACTCTTGGCCGCTGCTCCTGCCCGGCGTTCCTCCGCTCCGCGCCCGCCGCCACCGACGACATGCTG 
CGCTGCGGCCTGGCCTGCGAGCGCTGCAGGTGGATCCTGCCCCTGCTGCTGCTCAGCGCCATCGCCTTCGACATCATCGCGCTGGCCGGC 
CGCGGCTGGCTGCAGTCTAGCAACCACATCCAGACATCGTCGCTTTGGTGGAGGTGTTTCGACGAGGGCGGCGGCAGCGGCTCCTACGAC 
GATGGCTGCCAGAGCCTCATGGAGTACGCATGGGGACGAGCAGCTGCAGCCACGCTTTTCTGTGGCTTTATCATCCTGTGCATCTGCTTC 
ATTCTCTCGTTCTTCGCCCTGTGTGGACCCCAGATGCTTGTTTTCCTGAGAGTCATTGGAGGCCTCCTCGCACTGGCTGCCATATTCCAG 
ATCATCTCCCTGGTAATCTACCCCGTGAAGTACACACAGACCTTCAGGCTTCACGATAACCCTGCTGTTAATTACATCTATAACTGGGCC 
TATGGCTTCGGATGGGCGGCCACCATCATCTTGATTGGTTGTTCCTTCTTCTTCTGCTGCCTCCCCAACTACGAGGATGACCTTTTGGGG 
GCCGCCAAGCCCAGGTACDCTATCCCCCAGCCTAATGTGGGAGGAAGAGCCTGAGAAAAGCCTGCTGCAAGATGGATCTGAGGAGGAAA 
CTGTTCTCCAAGGCACASCa^ACCTACGTTTGGGCAATGTTCATATGATCAGAAATGTTAGAATAAATGCTAAAGAAAATTCTTCATAAT 
TAGTGTTAAGTTTCATGTATGTCGTGTGGAGTTAAAAAGACTTGAATTCTGTTTGCTAAGTATATGCTAATTTTTCCTTATGTCAATTCT 
ATACCATTTAAGCTTCATTTGTTAAAGAATATGCCTGTGAAACTTGATAAGGTAGAAATGCAGCAGCCTCTCATTTAATAATCTGATGGG 
GCTTCTGTTTTTCCACATAGAATGGGTTGTTTCTGCTAAGGGCTACAGAGGAGGAAAGTCACTGGCAAAACTTCCATGACCAAATATCCT 
GAAATTAGTTTGTTTTTTTTTAAAAGACCTTATTTTGAGTTTTCAGTTACATAAAGAAGCAGAAGCAGATTGGTTTCCTAAGTGAGCATC 
ATTTGTGAGAATTTTTAGTCAGTGTTTTGAACAATTATTGTTTTTCTAAGCTTCATGTTGACTTTCTCTGATGCGTAGAAAAGTGTTCTA 
ACGTGGCTGAGGTTAAGCCGCTGTCATTACTGAAATGCTAAGAATTTTCCTCTTTTCCCGTAGTGTAGAGGGGTAGGGTGTGGGCAGAAG 
CCGTGTTAGCACATCTGTAGTATTGTGTGTGTATGCTTAGAACCAGCGTAGACCGGATGGGAGGATGGACTAGGCCTAATCCCTCCCAAC 
TGGTGGATGTGAAGAGGTCAGGTAGGAAGGCACAGGAGGGTCACCACTGTCACAGCAGTGCCATGCAGACATCCTAGGAGAAGACATGGC 
AGTGTTTCTTCTCAGTGCTTCTTCCCTTAACTGAGCTCTGCTCACAGACAGCTAGAATAGATTTTAACTGAAACAGAAACCTAAATGTAA 
TTAAAAACCTGGTCTTCCTTGGTAAGCAGACTTAAAATATCTGTATAGTACATGCAAGTGGAAAATTTGGGAATGCGTGTCTCTGAATAC 
AT ACCGG AAGG G C T AC T AT T ACC T T T T T CT T ACC AT T TAT ACT T ACCT AATGG AAACG AG CT TG T T T T AAC T ATC AG AAC AC T AT T T T G T 
AAGGTGCTGCAAAGACAGTTGAAGTTTTCATTACCAATTTCCCCAATAAACCAGGTGTTCAAATCCTGAAAAAAAAAGGC 
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ATGCTGCGCTGCGGCCTGGCCTGCGAGCGCTGCAGGTGGATCCTGCCCCTGCTGCTGCTCAGCGCCATCGCCTTCGACATCATCGCGCTG 
GCCGGCCGCGGCTGGCTGCAGTCTAGCAACCACATCCAGACATCGTCGCTTTGGTGGAGGTGTTTCGACGAGGGCGGCGGCAGCGGCTCC 
TACGACGATGGCTGCCAGAGCCTCATGGAGTACGCATGGGGACGAGCAGCTGCAGCCACGCTTTTCTGTGGCTTTATCATCCTGTGCATC 
TGCTTCATTCTCTCGTTCTTCGCCCTGTGTGGACCCCAGATGCTTGTTTTCCTGAGAGTCATTGGAGGCCTCCTCGCACTGGCTGCCATA 
TTCCAGATCATCTCCCTGGTAATCTACCCCGTGAAGTACACACAGACCTTCAGGCTTCACGATAACCCTGCTGTTAATTACATCTATAAC 
TGGGCCTATGGCTTCGGATGGGCGGCCACCATCATCTTGATTGGTTGTTCCTTCTTCTTCTGCTGCCTCCCCAACTACGAGGATGACCTT 
TTGGGGGCCGCCAAGCCCAGGTACTTCTATCCCCCAGCCTAA 



FIGURE ZS 



FIGURE 30 



TGTGGACCCCAGATGCTTGTTTTCCTGAGAGTGATT^ 

S^cSg^ 



£c1tg£gtacac^ 
acgatcatcttgattg 
tatacatctgcctaa 
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CTTTGAAGCATTTTTGTCTGTGCTCCCTGATCTTCAGGTCACCACCATGAAGTTCTTAGCAGTCCTGGTACTCTTGGGAG 
TTTCCATCTTTCTGGTCTCTGCCCAGAATCCGACAACAGCTGCTCCAGCTGACACGTATCCAGCTACTGGTCCTGCTGAT 
GATGAAGCCCCTGATGCTGAAACCACTGCTGCTGCAACCACTGCGACCACTGCTGCTCCTACCACTGCAACCACCGCTGC 
TTCTACCACTGCTCGTAAAGACATTCCAGTTTTACCCAAATGGGTTGGGGATCTCCCGAATGGTAGAGTGTGTCCC TGA G 
ATGGAATCAGCTTGAGTCTTCTGCAATTGGGTCACAACTATTCATGCTTCCTGTGATTTCATCCAACTACTTACCTTGCC 
TACGATATCCCCTTTATCTCTAATCAGTTTATTTTCTTTCAAATAAAAAATAACTATGAGCGAGCTAACAT 



FIGURE 33 



ATGAAGTTCTTAGCAGTCCTGGTACTCTTGGGAGTTTCCATCTTTCTGGTCTCTGCCCAGAATCCGACAACAGCTGCTCC 
AGCTGACACGTATCCAGCTACTGGTCCTGCTGATGATGAAGCCCCTGATGCTGAAACCACTGCTGCTGCAACCACTGCGA 
CCACTGCTGCTCCTACCACTGCAACCACCGCTGCTTCTACCACTGCTCGTAAAGACATTCCAGTTTTACCCAAATGGGTT 
GGGGATCTCCCGAATGGTAGAGTGTGTCCC TGA 
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MKFLAVLVLLGVSIFLVSAQNPTTAAPADTYPATGPADDEAPDAETTAAATTATTAAPTTATTAASTTARKDI PVLPKWV 
GDLPNGRVCP. 
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H-Gln-Asn-Pro-Thr-Thr-AIa-Ala-Pro-Ala-Asp-Thr- 
Tyr-Pro-Ala-Cys-NH 2 



Ac-Leu-Pro-Lys-Trp-Val-Gly-Asp-Leu-Pro-Asn 
-Gly-Arg-Val-Cys-Pro-OH a 
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BCH1 vs ER localisation 
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GGAGTTTTCTGGAGCTGTTGCAATGTGTATGCTGGTGAAATCTACTTGAGCATTAAGCAGTATCTCCCAGC 
ATTGTTAGCTACTGAGTGGCACATCTTCAGTACGCATGATTCGTGGGGGACTCAGGCAGAGGTAAAAGTGT 
GAAACTTTTCAGCATTACCTAAGAAGCAAAGG CTCA ATTTTGGCTGCTTCATTCTTATCTCTTCTGCCACA 

gttctaacgtgcctgatctactgagacc^aggBHaccaatgactcagaagggaaaatgggatttaaacac 

CCAAAGATCATGGGGAATTTCAGAGGTCATGCCCTCCCTGGAACCTTCTTTTTTATTATTGGTCTTTGGTG 
GTGTACAAAGAGTATTCTGAAGTATATCTGCAAAAAGCAAAAGCGAACCTGCTATCTTGGTTCCAAAACAT 
TATTCTATCGATTGGAAATTTTGGAGGGAATTACAATAGTTGGCATGGCTTTAACTGGCATGGCTGGGGAG 
CAGTTTATTCCTGGAGGGCCCCATCTGATGTTATATGACTATAAACAAGGTCACTGGAATCAACTCCTGGG 
CTGGCATCATTTCACCATGTATTTCTTCTTTGGGCTGTTGGGTGTGGCAGATATCTTATGTTTCACCATCA 
GTTCACT'TCCTGTGTCCTTAACCAAGTTAATGTTGTCAT^ATGCCTTATTTGTGGAGGCCTTTATCTTCTAC 
AACCACACTCATGGCCGGGAAATGCTGGACATCTTTGTGCACCAGCTGCTGGTTTTGGTCGTCTTTCTGAC 
AGGCCTCGTTGCCTTCCTAGAGTTCCTTGTTCGGAACAATGTACTTCTGGAGCTATTGCGGTCAAGTCTCA 
TTCTGCTTCAGGGGAGCTGGTTCTTTCAGATTGGATTTGTCCTGTATCCCCCCAGTGGAGGTCCTGCATGG 
GATCTGATGGATCATGAAAATATTTTGTTTCTCACCATATGCTTTTGTTGGCATTATGCAGTAACCATTGT 
CATCGTTGGAATGAATTATGCTTTCATTACCTGGTTGGTTAAATCTAGACTT AAGAG GCTCTGCTCCTCAG 
4|! AAGTTGAAAA AGACTTCTGTGCTGAACGAGAACAAGAATCAGAAGAAGAAATG^^SCTTTGATGAGCTTCC 
AGTTTTTCTAGATAAACCTTTTCTTTTTTACATTGTTCTTGGTTTTGTTTCTCGATCTTTTGTTTGGAGAA 
jjj? CAGCTGGCTAAGGATGACTCTAAGTGTACTGTTTGCATTTCCAATTTGGTTAAAGTATTTGAATTTAAATA 
\ w TTTTCTTTTTAGCTTTGAAAATATTTTGGGTGATACTTTCATTTTGCACATCATGCACATCATGGTATTCA 
l M GGGGCTAGAGTGATTTTTTTCCAGATTATCTAAAGTTGGATGCCCACACTATGAAAGAAATATTTGTTTTA 
14 TTTGCCTTATAGATATGCTCAAGGTTACTGGGCTTGCTACTATTTGTAACTCCTTGACCATGGAATTATAC 
y| TTGTTTATCTTGTTGCTGCAATGAGAAATAAATGAATGTATGTATTTTGGTGCAGAAAAAAAAA 
1*4 

IE 

i 3i 

FIGURE 4 3 



MTNDSEGKMGFKHPKIMGNFRGHALPGTFFFIIGLWWCTKSILKYICKKQKRTCYLGSKTLFYRLEILEGI 
TIVGMALTGMAGEQFIPGGPHLMLYDYKQGHWNQLLGWHHFTMYFFFGLLGVADILCFTISSLPVSLTKLM 
LSNALFVEAFIFYNHTHGREMLDIFVHQLLVLWFLTGLVAFLEFLVRNNVLLELLRSSLILLQGSWFFQI 
GFVLYPPSGGPAWDLMDHENILFLTICFCWHYAVTIVIVGMNYAFITWLVKSRLKRLCSSEVGLLKNAERE 
QESEEEM. 
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BCN1p1 

Ac-Tyr-Pro-Pro-Ser-Gly-Gly-Pro-Ala-Trp- 
Asp-Leu-Met-Asp-His-Cys-NH 2 

BCN1p2 

Ac-Cys-Leu-Lys-Asn-Ala-Glu-Arg-Glu-Gln- 
-Glu-Glu-Glu-Met-OH 
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FIGURE % A 



TTCCTCCGCGAAGGCTCCTITGATATTAATAGTGTTGGTGTCTTGAAACTGACGTAATGCGCGG 
AGACTGAGGTCCTGACAAGCGATAACATTTCTGATAAAGACCCGATCITACTGCAATCTCTAG 
CGTCCTC IT JL1T 1 GGTGCTGCTGGTTTCTCCAGACCTCGCGTCCTCTCG ATTGCTCTCTCGCCTT 
CCTA TITCITI 1 111111111 1A AACAAAAAACAACACCCCCTCCCCTCTCC CACCCGG CACCG 
GGCAC^TCCTTGCTCTATTTCCTTTCTCTTTCrCTCTCT CT 

GGTGGGGGAGGGAAAGGGGGGGGATGCAGGAAAGACC ll 11 ICTCTCCCCCCCGCAATAATC 
CAAGATCAACTCTGCAAACAACAGAAGACGGTTCATGGCTTTGGCCGCCGCGCCACCATCTTT 
CGGGCTGCCGAGGGTGTTCTTGACGATTAATCAACAGATGTACAGATCAGCTCTCAAAATGTC 
TTCTGTGTCITCrGAGCGTCTTCTAAGACAATTGCATTAGCCTCCTGCTAGTTGACTAATAGAA 
TTAATAATTGTAAAAAGCACTCTAAAGCCACATGCCTTATGAAGTCAATGCTGGGTATGATTT 
TACAAAT ^^ TCCGGAAAAAGAACCCCCCTCTGAGAAACGTTGCAAGTGAAG GCGA GGGCC 
AGATCCTGGAGCCTATAGGTACAGAAAGCAAGGTATCTGGAAAGAACAAAGAATTTTCTGCA 
GATCAGATGTCAGAAAATACGGATCAGAGTGATGCTGCAGAACTAAATCATAAGGAGGAACA 
TAGCTTGCATGTTCAAGATCCATCrrCTAGCAGTAAGAAGGACTTG AAAA GCGC AGTT CTGAG 
TGAGAAGGCTGGCTTCAATTATGAAAGCCCCAGTAAGGGAGGAAACTTTCCCTCCTTTCCGCA 
TGATGAGGTGACAGACAGAAATATGTTGG^riTTCrCATCTCCAGCTGCTGGGGGAGTCTGTGA 
O GCCCTTGAAGTCrCCGCAAAGAGCAGAGGCAGATGACCCTCAAGATATGGCCTGCACCCCCTC 
5 AGGGGACTCACTGGAGACAAAGGAAGATCAGAAGATGTCACCAAAGGCTACAGAGGAAACA 
UH GGGCAAGCACAGAGTGGTCAAGCCAATTGTCAAGGTTTGAGCCCAGTTTCAGTGGCCTCAAA 
•HI AAACCCACAAGTGCCITCAGATGGGGGTGTAAGACrGAATAAATCCAAAACTGACTTACTGG 
iill TGAATGACAACCCAGACCCGGCACCTCTGTCTCCAGAGCnTCAGGACnTTAAATGCAATATCT 
hii GTGGATATGGTTACTACGGCAACGACCCCACAGATCTGATTAAGCACTTCCGAAAGTATCACT 
?i TAGGACrrGCATAACCGCACCAGGCAAGATGCTGAGCTGGACAGCAAAATCTTG GCCC TTCAT 
U AACATGGTGCAGTTCAGCCATTCCAAAGACnTCCAGAAGGTCAACCGTTCTGTGTrrTCTGGT 
' ' GTGCTGCAGGACATCAATTCETCAAGGCCrrGTTTTACTAAATGGGACCTATGATGTGCAGGTG 
L ACTTCAGGTGGAACATTCATTGGCATTGGACGGAAAACACCAGATTGCCAAGGGAACACCAA 
H GTATTTCCGCTGTAAATTCTGCAATTTCACTTATATGGGCAACTCATCCACCGAATTAGAACAA 

CATTTTCTTCAGACTCACCCAAACAAAATAAAAGCTTCT 
I"* CTTCAGAGAAAAACTCTAACAAGTCCATCCCTGCACITCAATCCAGTGATrCTGGAGACTTGG 
til GAAAATGGCAGGACAAGATAACAGTCAAAGCAGGAGATGACACTCCTGTTGGGTACTCAGTG 

□ CCCATAAAGCCCCTCGATTCCTCTAGACAAAATGGTACAGAGGCCACCAGTTACTACTGGTGT 

□ AAATTTTGTAGTTTCAGCTGTGAGTCATCTAGCTCACriTAAACTGCTAGAACATTATGGCAAG 
CAGCACGGAGCAGTGCAGTCAGGCGGCCTTAATCCAGAGTTAAATGATAAGCTTTCCAGGGG 
CTCTGTCATTAATCAGAATGATCTAGCCAAAAGTTCAGAAGGAGAGACAATGACCAAGACAG 
ACAAGAGCTCGAGTGGGGCTAAAAAGAAGGACTTCTCCAGCAAGGGAGCCGAGGATAATATG 
GTAACGAGCTATAATTGTCAGTTCTGTGACTTCCGATATTCCAAAAGCCATGGCCCTGATGTA 
ATTGTAGTGGGGCCACITCTCCGTCATTATCAACAGCTCCATAACATTCACAAGTGTACCATTA 
AACACTGTCCATrCTGTCCCAGAGGACTTTGCAGCCCAGAAAAGCACCTTGGAGAAATTACTT 
ATCCGTTTGCTTGTAGAAAAAGTAATTGTTCCCACTGTGCACTCTTGCTTCTGCACTTGTCTCC 
TGGGGCGGCTGGAAGCTCGCGAGTCAAACATCAGTGCCATCAGTGTTCATTCACCACCCCTGA 
CGTAGATGTACTCCrCTTTCACTATGAAAGTGTGCATGAGTCCCAAGCATCGGATGTCAAACA 
AGAAGCAAATCACCTGCAAGGATCGGATGGGCAGCAGTCTGTCAAGGAAAGCAAAGAACACT 
CATGTACCAAATGTGATTTTATTACCCAAGTGGAAGAAGAGATTTCCCGACACTACAGGAGAG 
CACACAGCTGCTACAAATGCCGTCAGTGCAGTTTTACAGCTGCCGATACTCAGTCACTACTGG 
AGCACTTCAACACTGTTCACTGCCAGGAACAGGACATCACTACAGCCAACGGCGAAGAGGAC 
GGTCATGCCATATCCACCATCAAAGAGGAGCCCAAAATTGACTTCAGGGTCTACAATCTGCTA 
ACrCCAGACTCTAAAATGGGAGAGCCAGTTTCTGAGAGTGTGGTGAAGAGAGAGAAGCTGGA 
AGAGAAGGACGGGCTCAAAGAGAAAGTTTGGACCGAGAGTTCCAGTGATGACCTTCGCAATG 
TGACTTGGAGAGGGGCAGACATCCTGCGGGGGAGTCCGTCATACACCCAAGCAAGCCTGGGG 
CTGCTGACGCCTGTGTCTGGCACCCAAGAGCAGACAAAGACTCTAAGGGATAGTCCCAATGT 
GGAGGCCGCCCATCTGGCGCGACCTATTTATGGCTTGGCTGTGGAAACCAAGGGATTCCTGCA 
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gggggcgccagctggcggagagaagtctggggccctcccccagcagtatcctgcatcgggag 

aaaacaagtccaaggatgaatcccagtccctgttacggaggcgtagaggctccggtgtttttt 

gtgccaattgcctgaccacaaagacctctctctggcgaaagaatgcaaatggcggatatgtat 

gcaacgcgtgtggcctctaccagaagcttcactcgactcccaggccittaaacatca 

aaaacaacggtgagcagattattaggaggagaacaagaaagcgccttaacccagaggcactt 

caggctgagcagctcaacaaacagcagaggggcagcaatgaggagcaagtcaatggaagcc 

cgttagagaggaggtcagaagatcatctaactgaaagtcaccagagagaaattccactcccc 

agcctaagtaaatacgaagcccagggttcattgactaaaa gcca ttctgctcagcagccagtc 

ctggtcagccaaactttggatattcacaaaaggatgcaacctttgcacattcagata 

cctcaggaaagtactggagatccaggaaatagttcatccgtatctgaagggaaaggaagttc 

tgagagaggcagtcctatagaaaagtacatgagacctgcgaaacacccaaattattcaccac 

caggcagccctattgaaaagtaccagtacccactititggacttccctttgtacataatc 

ccagagtgaagctgattggctgcggttctggagtaaatataagctctccgttcctgggaatcc 

gcactacitgagtcacgtgccrggcctaccaaatccttgccaaaactatgtgcc^ 

ttcaatctgcctcctcatttttcagctgttggatcagacaatgacattcctct 

tcaagcattccagacctgggccaactgcaaacggtgcctccaaggagaaaacgaaggcacca 

ccaaatgtaaaaaatgaaggtcccitgaatgtagtaaaaac agag aaagttgatagaagtac 

tcaagatgaacittcaacaaaatgtgtgcacrgtggcattgtctttctggatgaag 

tgcitrgcatatgagttgccatggtgacagtggacctitccagtgcagcatatgccagcatcit 

tgcacggacaaatatgacttcacaacac atatc cagaggggcctgcataggaacaatgcaca 

agtggaaaaaaatggaaaacctaaagag^^Jaaccttagcacttagcacaattaaatagaa 

ataggttttcttgatgggaattcaatagcttgtaatgtcttatgaagacct 

citcatagagcctgccttatccaacatc^ 

aggttaccaagattaaaaagtgagataaatggtcaatgagaaagaatggaagatggtaaac 
aatcacittttaaaacctgttaagtcaaaaccatcttg 

cataagagatatcaccagactagaattaatatatttataaagaaagagaccaaaactgtcta 
gaatttgaaagggtttacatattattat^ 

gttccaaaacccataaattgttgcctaaatttataatgatcatgaaaccctaggcagaggagg 

agaaattgaaggtccagggcaatgaaagaaaaatggcgccctctcaatttagtcttctct 

tggccatgtttcagattttgacctagaaatgcgagctgtggttaggcttggttagagtgcagc 

aagcaacatgacagatggtggcacgctgtttttacccagccctgcct gtaca tacacatgcac 

accctctctgatatttttgtcctttagatgttc 

gattcattttgtccacacatgtacccattttaaaaaacaatgtcctcgatgctt 

ttcattttagccaggtatttcitrcttgtgtgtgatgaaccagtatc 

tcctgttggttactaatctcacttgg 

atagatggatacaaatgtcagaccgtgggtttaatttgtttagaacacatggcatttcttcac 
aaggtaacctgctgtatttatttattttct^ 

gcagcgtctaaggttacgttaccacagactgacagttggtatatgtaccagccaatcccttca 

ttaaatgtatacagatttagttaagtagcattaaataggattcitagaagta 

aa c1111 aatacttaaggctttgtaaaaactatccatgaagggaaagctc 

ctcagggaaatagggctaaataactgaacattaaataattggttaaaggtgctgttagtcga 

gcctcaatgcttgctacaaggatgtatgtacaaggactgacitraataatttgc^ 

cccaaccagtagtttattttttgccacggagatgtagaagatattacaagctactggatgcac 

tgtcagattaacttatttcattaaagaagttgggagaacaa^ 

ttctagtaaatattaatgtattacat 

ctacagtgtacgtatgcaacaaagatattccatcatgcattagagtcagttctggctctgcct 

agctgtttacatttgcaaatgtagcaaacaaggtaatgaagcaactatttctattgcagtaga 

tatccititgtgtgtgtgtgtgtgcattaaagttgtaaacggtaacatgaaacaaatgaaagt 

tcttgctataatggtatggaaaacaagaaggaaatgaaaatatttttatgcctacttag 

aaaagggtagcacttattcattccaagtacttttttttttt^ 

TTGTTATGCTTAAGATGATAAACATATATCCTCriTITATTGCTTTGTCT 

CATTTCAGAAATTATlTTGATAAGTGTTGCTGGAATCTGCAACGCTGAll'll 

GTAGTCGCATITGCACTCCATTTT^ 

GTTTTGTITCTTTTTCACAGTGCCGGGTCITCGTTTCITA 

ACCAGTTCGTGACTGTTGTAGCGAATGAAGTTAAAAAAATGTCITrCTGATGTTGTGTTGT^ 
TTTCATTTTTGCATTTTTTTGTTTGCATATTAAAAAA 
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AATCAGGACTAAGTCCTCTGCTTCAGTTTCATTGTTAACGGGCCTTATTCTGATCTCACCTGTC 

GCGTAGCTCTAATATTCACATAAACTGAAATAAAGAAGTGGAATGAGGAGCTTTGACATTCA 

AATTATGTGATGTAATTTATCTTCCTTAGGAATTTTGATGGATGCATCTCAAAATGTATAGCCA 

GACITGAGAGGTGACAATTAAAGATCTAAAAAAGAGAGGAGATTCCCCCAAACAACAATATT 

TAATTITCriTAGTAAAAAGAATAACAGAATGCATCGTGGCAATCCTTAAGCAACATTATCTAT 

GTGGACTGCTTAAATCAGCAAAACACCAGAAGTTTGGTTAACITGGGCAATATGACAAGTATT 

ACITTTTGGGCAAAACTACTCATTAAGCAATTTCTCTAGTGTGTCGGACACAAATAGGT^ 

ATTTTTGGCATGTATGCCTTTTTATTTTCATTCAAT1'1"1'1"1'1 1 1 1 1 1 CTCAGACAGACATAGTAG 

TATCAACTAGCATTGG AAAATACATATCACTATTCITGGAATATTTATGGTCAGTCTAu 1 1 1 1 1 

AGTAAAATATTITrGGATACK:GrrGACACGATAGATCTrATTCCATACUlUlirATTATTG^^ 

ATTTTATTTTCATTTTTTGCTTTCATTA 

TGAAAGAGACAAAAATTTATTATAACACTAAACACTC^^ 

CCATGTCTCAAGATATATTATAAAATTTA'1'11'1'1'1 1 AATTTAAGATTTCTGAATTATTTTATCTT 
AAATTGTGATTTTAAACGAGCTATTATGGTACGGAACl'l'i'l'i'i 1AATGAGGAATTTCATGATGA 
TITAGGAATTITCTCTCTTGGAAAAGGCTTCCCCTGTGATGAAAATGATGTGCCAGCTAAAA 
GTOTGCCATTTAAAAACTrGAAAATATTTTAAAATTATTT^ 
ATCAAACTTTAGGCCAGGACCAGCTCATGCGTTCTCAT^ 

CACTCACCTCTGTATTCATTCTGTTGTTTGGGATAGAAAAATCATAAAGAGCCAACCCATCTC 

AGAACGTTGTGGATTGAGAGAGACACTACATGACTCCAAGTATATGAGAAAAGGACAGAGCT 

CTAATTGATAACTCTGTAGTTCAAAAGGAAAAGAGTATGCCCAATTCTCTCTACATGApATAT 

TGAGA 1T1 1111 lA ATCAACTTTTAAGATAGTGATGTTCTGTTCTAAACTGTTCTGTTTrAGTGA 

AGGTAGATTTTTATAAAACAAGCATGGGGATTCITTTCTAAGGTAATATTAATGAGAAGGGAA 

AAAAGTATCTTTAACAGCTCTTTGTTGAAGCCTGTGGTAGCACATTATGTTTATAATTGCACAT 

GTGCACATAATCTATTATGATCCAATGCAAATACAGCTCCAAAAATATTAAATGTATATATAT 

TTTAAAATGCCTGAGGAAATACATTTTTCTTAATAAACTGAAGAGTCTCAGTATGGCrrATTAA 

AATAATrATrAGCCTCCTGTTGTGTGGCTGCAAAACATCACAAAGTGACCGGTCTTGAGACCT 

GTGAACTGCTGCCCrGTTTAGTAAATAAAATTAATGCATTTCTAGAGGGGGAATATCTGCCAT 

CCAGTGGTGGAAATGTGGAGTAAAGAAGCTGGTGGTCTGCTTCTGTGCTGTATGCCAGCCTTT 

TGCCTTAAGTTGAGAGGAGGTCAACTITAGCTACTGTCITTGGTTTGAGAGCCATGGCAAAAA 

AAAAAAAAGAAAAAAAGATCAAGTCGTCTTTGGTGAGCCAGTAAGGTGAAAGCTTGCTGACT 

GTCCAAGGCACAAGAGAAAATTGAGGAATTGAAATGCAACCTGAGTATCAAACTAAATATTC 

TAATCAAAGGTAGGTACTGTTAGGTGGAATTCTATCAGC AGGC AACTGCAAATGAGAAGAAG 

ATAGAAGGACGCCCGTCGGGACTTTGGAGGGCATTGTTATTTTCCCAAAGAAAGACGGCCAA 

GGGCAGAGGCATGGATTCTTTGCAGAGCACTTCCITITGGTITrTCAGTACTGTTTCATAGACA 

GTGGGCTCACATGTTCCTGATAGTGCTGCAGTTGCTTAGAAAGCATCCCAGTTAATTGCAGTA 

ATTAGAACITCTGGAATATGCTAGGGCAGAAGTATGTCAAGTATGTCACATGAAGAAAATGT 

GAAATTCAAGAGTAATCCACACGTGAGAAACTAGACAATGTACATTCATGTGTTCTCTTGAAA 

GGAAAGGGAGAGCTGTAAGCITCACTCTGTCCTACACCGGAGAAAAGCAGGAATAACTTTAC 

CGTGGAAATAATGTTTAGCITITATCAGAGAAAATTGTCCTTCTAGAGCATAGAGTCCCAAAA 

CTCAATrCTGGTTTTCCCCTG lTliri 1 11 1 111111111 1 CCC AAC ATATGAACTGCAGC AT 

ATCACTTTTTCTTrTTGTGCCTCAGGTTCCTCASCTGTAAAATTGAAAAATATATGTATTA 

ATAATATTATTAATAATAATAATGGTAATGTAGTACTTGTTTGTAAAGCACTTTGAGATC 

CTTGGTTGAAAGGCACCATAGGAGTGCCAAGTATTATTA TGTGGC CAAGGGGGTTATTT 

a a a nTdTC a cittccc. A A AGGCC AGGAAAGGTTGGG GTCATTTTTCTTAAA GACGAGCTG 

TAAATAT CAACTAGGCAGCCAATAGTGTTGACTATGAAGATGCAAAACTATT ACTAGGCT 

GATA AAATCATAGTTTCTTAATGGCTACCAATAAGGCAAATATC ACAATAATAAACGCCA 

AATTCCTTAGGGCGGACTATTTGACAACCACATGGAAAAC1TTGGGGGA GGCATGAGGG 

GGGAACATCTCAAAATGCCAATGTAAAATTTAACTTACAGCAATATTCAC CAGCAGAAAA 

TGT CTTTCATATGGAATGATTTCATGTTGCTAAGAAAAAGAATTCAATTTGTAGTCCTGA 

TTT GAATACTAGAATGTTGGCTATAATAGTTCTGTTCTTACAACACATGAAA i 11 11 lCGT 

TTTATTTTATTITGTITTCATAGTGCA 

ATTTCTTATGCAAACAATCTTCAGGCAGCAAAGATGTCTGTTACATCTAAACTTGAATAA 
TAAAGTTTTACCACCAGTTACACAT AACGGCGTTGGTATGG1T1ATATGGATTCACTTTC 
ATCCTTCTAGGCAATAGGGAAATACAGATCATTGTAATATATATATATATATATACAGGC 
TCTGCTGAANTGAAATGGTGAAATCAAATCACCA TTCTAAAA AATTATTACTTATATTGA 
TAAAGCCTGGANTCTCTCAACTTGTTTTGCTTTGCrriTl'l'l'CTTTAACCAATCAATCTCT 



TACTGATAGATTTTGTGTAAAAAGATATATACTAGTTTCTTCAGAAAGATTAACAATAAA 
AATTGTGTTTATTTCAAAAAAAAAAA 
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MVRKKNPPLRNVASEGEGQILEPIGTESKVSGKN 
DPSSSSKKDLKSAVLSEKAGFNYESPSKGGKFPSFPHDE\ODRNML 

EADDPQDMACTPSGDSLETKEDQKMSPKATEETGQAQSGQANCQGLSPVSVASKOTQVPSDGGV 

RLNKSKTDLLVNDNPDPAPLSPEL^ 

DSKILALHNMVQFSHSKDFQKVNR^ 

QGmKYFRCKFOSFFTYM^^ 

LGKWQDKITVKAGDDTPVGYSWIKPLDSSRQNGTEATSYYWCKFCSFSCESSSSLKL 

HGAVQSGGLNPELNDKLSRGSVINQNDLAKSSEGETMTKTDKSSSGAKKKD 

YNCQFCDFRYSK5HGPDVIWGPLLRHYQQLHNIHKCTIKHCPFCT 

SNCSHCALLLLHLSPGAAGSSRVKHQCHQCSFTTPDVDVLLFHYESVHESQASDVKQ 

DGQQSVKESKEHSCTKCDFITQVEEEISRHYRRAHSC^ 

ITTANGEEDGHAISTIKEEPKIDFRVYNLL^ 

DLRNVTWRGADILRGSPSYTQASLGLLTPVSGT^ 

QGAPAGGEKSGALPQQYPASGENK^KDESQSLLRRRRGSGWCANCLTTKTSLWRK^ANGGYVC 

NACGLYQKLHSTPRPL>niKQhn^GEQIIRRRTRKRLNPEALQAEQLNKQQ 

SEDHLTESHQREIPLPSLSKYEAQGSLTKSHSAQQPV^ 

SSSVSEGKGSSERGSPIEKYMRPAKHPNYSPPGSPIEKYQYPLFGLPFVHNDFQSEADWLR 
KLSWGNPHYLSHVPGLPNPCQNYWYPTFhn^PPHFSA 
TKAPPNVKNEGPLNVVKTEKVDRSTQ 
HLCTDKYDFTTHIQRGLHRNNAQVEKNGKPKE 
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ACTCACTATAGGGCTCGAGCGGCCGCCCGGGCAGGTGGCCACCCACCATCATCTAAAGAAGA 

TAAACTTGGCAAATGACATGCAGGTTCITCAAGGCAGAATAATTGCAG^ 

ACCCrATCTGCAGATGTTCTGAATACCTCTGAGAATAGAGATTGA TTATT CAACCAGGATACC 

TAATTCAAGAACTCCAGAAATCAGGAGACGGAGACATTTTGTCAGTTTTGC 

AATACAg^AAGTATTCITGCTGTGCTCTGGTTTTGGCT 

AGCCTCTGTTCGACTGTCAGATCCCCGAGGTTCAGAGGACGGATACAGCAGGAACGAAAAAA 

CATCCGACCCAACATTATTCTTGTGCTTACCGATGATCAAGATGTGGAGCTGGGGTCCCTGC 

AAGTCATGAACAAAACGAGAAAGATTATGGAACATGGGGGGGCCACCTTCATCAATGCC 

TTTGTGACTACACCCATGTGCTGCCCGTCACGGTCCTCCATGCTCACCGGGAAGTATGT 

GCACAATCACAATGTCTACACCAACAACGAGAACTGCTCTTCCCCCTCGTGGCAGGCCA 

TGCATGAGCCTCGGACTTTTGCTGTATATCTTAACAACACTGGCTACAGAACAGCCTTTT 

TTGGAAAATACCTCAATGAATATAATGGCAGCTACATCCCCCCTGGGTGGCGAGAATGG 

CTTGGATTAATCAAGAATTCTCGCTTCTATAATTACACTGTTTGTCGCAATGGCATCAAA 

GAAAAGCATGGATTTGATTATGCAAAGGACTACTTCACAGACTTAATCACTAACGAGAG 

CATTAATTACTTCAAAATGTCTAAGAGAATGTATCCCCATAGGCCCGTTATGATGGTGAT 

CAGCCACGCTGCGCCCCACGGCCCCGAGGACTCAGCCCCACAGTTTTCTAAACTGTACC 

CCAATGCTTCCCAACACATAACTCCTAGTTATAACTATGCACCAAATATGGATAAACACT 

GGATTATGCAGTACACAGGACCAATGCTGCCCATCCACATGGAATTTACAAACATTCTAC 

AGCGCAAAAGGCTCCAGACTTTGATGTCAGTGGATGATTCTGTGGAGAGGCTGTATAAC 

ATGCTCGTGGAGACGGGGGAGCTGGAGAATACTTACATCATTTACACCGCCGACCATGG 

TTACCATATTGGGCAGTTTGGACTGGTCAAGGGGAAATCCATGCCATATGACTTTGATAT 

TCGTGTGCCTTTTTTTATTCGTGGTCCAAGTGTAGAACCAGGATCAATAGTCCCACAGAT 

CGTTCTCAACATTGACTTGGCCCCCACGATCCTGGATATTGCTGGGCTCGACACACCTCC 

TGATGTGGACGGCAAGTCTGTCCTCAAACTTCTGGACCCAGAAAAGCCAGGTAACAGGT 

TTCGAACAAACAAGAAGGCCAAAATTTGGCGTGATACATTCCTAGTGGAAAGAGGCAAA 

TTTCTACGTAAGAAGGAAGAATCCAGCAAGAATATCCAACAGTCAAATCACTTGCCCAAA 

TATGAACGGGTCAAAGAACTATGCCAGCAGGCCAGGTACCAGACAGCCTGTGAACAACC 

GGGGCAGAAGTGGCAATGCATTGAGGATACATCTGGCAAGCTTCGAATTCACAAGTGTA 

AAGGACCCAGTGACCTGCTCACAGTCCGGCAGAGCACGCGGAACCTCTACGCTCGCGGC 

TTCCATGACAAAGACAAAGAGTGCAGTTGTAGGGAGTCTGGTTACCGTGCCAGCAGAAG 

CCAAAGAAAGAGTCAACGGCAATTCTTGAGAAACCAGGGGACTCCAAAGTACAAGCCCA 

GATTTGTCCATACTCGGCAGACACGTTCCTTGTCCGTCGAATTTGAAGGTGAAATATATG 

ACATAAATCTGGAAGAAGAAGAAGAATTGCAAGTGTTGCAACCAAGAAACATTGCTAAG 

CGTCATGATGAAGGCCACAAGGGGCCAAGAGATCTCCAGGCTTCCAGTGGTGGCAACAG 

GGGCAGGATGCTGGCAGATAGCAGCAACGCCGTGGGCCCACCTACCACTGTCCGAGTG 

ACACACAAGTGTTTTATTCTTCCCAATGACTCTATCCATTGTGAGAGAGAACTGTACCAA 

TCGGCCAGAGCGTGGAAGGACCATAAGGCATACATTGACAAAGAGATTGAAGCTCTGCA 

AGATAAAATTAAGAATTTAAGAGAAGTGAGAGGACATCTGAAGAGAAGGAAGCCTGAGG 

AATGTAGCTGCAGTAAACAAAGCTATTACAATAAAGAGAAAGGTGTAAAAAAGCAAGAG 

AAATTAAAGAGCCATCTTCACCCATTCAAGGAGGCTGCTCAGGAAGTAGATAGCAAACT 

GCAACTTTTCAAGGAGAACAACCGTAGGAGGAAGAAGGAGAGGAAGGAGAAGAGACGG 

CAGAGGAAGGGGGAAGAGTGCAGCCTGCCTGGCCTCACTTGCTTCACGCATGACAACAA 

CCACTGGCAGACAGCCCCGTTCTGGAACCTGGGATCTTTCTGTGCTTGCACGAGTTCTA 

ACAATAACACCTACTGGTGTTTGCGTACAGTTAATGAGACGCATAATTTTCTTTTCTGTG 

AGTTTGCTACTGGCTTTTTGGAGTATTTTGATATGAATACAGATCCTTATCAGCTCACAA 

ATACAGTGCACACGGTAGAACGAGGCATTTTGAATCAGCTACACGTACAACTAATGGAG 

CTCAGAAGCTGTCAAGGATATAAGCAGTGCAACCCAAGACCTAAGAATCTTGATGTTGG 

A AATAA AGATGGAGGAAGCTATGACCTACACAGAGGACAGTTATGGGATGGATGGGAAG 

Gl l^T CAGCCCCGTCTCACTGCAGACATCAACTGGCAAGGCCTAGAGGAGCTACACAG 

TGTGAATGAAAACATCTATGAGTACAGACAAAACTACAGACTTAGTCTGGTGGACTGGA 



CTAATTACTTGAAGGATTTAGATAGAGTATTTGCACTGCTGAAGAGTCACTATGAGCAAA 

ATAAAACAAATAAGACTCAAACTGCTCAAAGTGACGGGTTCTTGGTTGTCTCTGCTGAGC 

ACGCTGTGTCAATGGAGATGGCCTCTGCTGACTCAGATGAAGACCCAAGGCATAAGGTT 

GGGAAAACACCTCATTTGACCTTGCCAGCTGACCTTCAAACCCTGCATTTGAACCGACCA 

ACATTAAGTCCAGAGAGTAAACTTGAATGGAATAACGACATTCCAGAAGTTAATCATTTG 

AATTCTGAACACTGGAGAAAAACCGAAAAATGGACGGGGCATGAAGAGACTAATCATCT 

GGAAACCGATTTCAGTGGCGATGGCATGACAGAGCTAGAGCTCGGGCCCAGCCCCAGG 

CTGCAGCCCATTCGCAGGCACCCGAAAGAACTTCCCCAGTATGGTGGTCCTGGAAAGGA 

CATTTTTGAAGATCAACTATATCTTCCTGTGCATTCCGATGGAATTTCAGTTCATCAGAT 

GTTCACCATGGCCACCGCAGAACACCGAAGTAATTCCAGCATAGCGGGGAAGATGTTGA 

CCAAGGTGGAGAAGAATCACGAAAAGGAGAAGTCACAGCACCTAGAAGGCAGCGCCTC 

CTCTTCACTCTCCTCTGATTAGATGAAACTGTTACCTTACCCrAAACACAGTATTTCTTTT 

TAAC 1 " 1"1UU TATTTGTAAACTAATAAAGGTAATCACAGCCACCAACATTCCAAGCTACCC 

TGGGTACCTTTGTGCAGTAGAAGCTAGTGAGCATGTGAGCAAGCGGTGTGCACACGGAG 

ACTCATCGTTATAATTTACTATCTGCCAAGAGTAGAAAGAAAGGCTGGGGATATT TGGG T 

TGGCTTGGTTTTGAITITITGCTTGTTTGTT^ 

AATATCGTAGGGACATAAGTATATACATGTTATCCAATCAAGATGGCTAGAATGGTGCCT 

TTCTGAGTGTCTAAAACTTGACACCCCTGGTAAAT CTTTC AACACACTTC CACTG CCTGC 

GTAATGAAGTTTTGATTCATTTTTAACCACTGGAATTTTTCAA 

GATGATTTTGCACTTTGAGATTAAAATGCCATGTCTATTTGATTAGTCTTAl u lU"lU M riACT 

TTTACAGGCTTATCAGTCTCACTGTTGGCTGTCATTGTGACAA AGTCA AATAAACCCCCA 

AGGACGACACACAGTATGGATCACATATTGTTTGACATTAAGCTTTTGCCAGAAAATGTT 

GCATGTGTTTTACCTCGACTTGCTAAAATCGATTAGCAGAAAGGCATGGCTAATAATGTT 

GGTGGTGAAAATAAATAAATAAGTAAACAAAAWRAARAWWGCCTGCTCTCTCTGTGCC 

TAGCCTCAAAGCGTTCATCATACATCATACCTTTAAGATT GCTATA TTTTGGGTTATTTTC 

TTGACAGGAGAAAAAGATCTAAAGATCTTTTATTTTCATCTT TTTT GG 

ACTAAGAAGCTTAAATGTTGATAAAATATGACTAGTTTTGAATTTACACCAAGAACTTCT 

CAATAAAAGAAAATCATGAATGCTCCACAATTTCAACATACCACAAGAGAA GTTA ATTTC 

TTAACATTGTGTTCTATGATTATTTGTAAGACCTTCACCAAGTTCTGATATCTTTTAAAGA 

CATAGTTCAAAATTGCTTTTGAAAATCTGTATTCTTGAAAATATCCTTGTTGTGTATTAGG 

TTTTTAAATACCAGCTAAAGGATTACCTCACTGAGTCATCAGTACC CTCCTA TTCAGCTC 

CCCAAGATGATGTGTTTTTGCTTACCCTAAGAGAGGTTTTCT^ 

AAGTGCTTAGATAAATTATGTTTTCTTTAAGTGTTTATGGTAAACTCn 

TAATATGTTATAGCTGAATCTTTTTGGTAACTTTAAATCTTTATCATAGACTCTGTACATA 

TGTTCAAATTAGCTGCTTGCCTGATGTGTGTATCATCGGTGGGATGACAGAACAAACATA 

TTTATGATCATGAATAATGTGCTTTGTAAAAAGATTTCAAGTTATTAGGAAGCATACTCT 

GTTTTTTAATCATGTATAATATTCCATGATACTTTTATAGAACAATTCTGGCTTCAGGAAA 

GTCTAGAAGCAATATTTCTTCAAATAAAAGGTGTTTAAACTTTAAAAAAAAAA 

AAAAAAAAAAA 
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|STVRSPRFRGRIOQEKKNIRPNIILVLTDDQDVELGSLOVM NKT 

RKIMEHGGATFINAFVTTPMCCPSRSSMLTGKYVH^ 

NOTGYRTAFFGKYLNEYNGSYIPPGWREWLGLIKNSRFYN^ 
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MQYTGPMLPIHMEFTNILQRKRLQTLMSVDDSVERLYNN^ 

LVKGKSMPYDFDIRWFFIRGPSVEPGSIWQIVLNIDLAPm 

GNRFRTNKKAKIWRDTFLVERGKFLRKKEESSKOTQ 

KWQCIEDTSGKLRIHKCKGPSDLLTVRQSTRNL^ 

LRNQGTPKYKPRFVHTRQTRSLSVEFEGEIYD 

GGNRGRMLADSSNAVGPPTTVRVTHK^ 

KNLREVRGHLKRRKPEECSCSKQSYYNKEKGVKKQEKLKSHLHPFKEAAQEVDS 
RRKKERKEKRRQRKGEECSLPGLTCF 

HNFLFCEFATGFLEYFDMhrTOPYQLTNTIVHTVERGILNQLHVQL 
GNKDGGSYDLHRGQLWDGWEG 
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AACCGAGAAGCGCTCCGTAAAGCCATCCGCACGCTCAGAAAGGCCGTCCACAGGGAGCAGTTTCACCTCtAGCTCTCAGG 
CATGAACCTCGACGTGGCTAAAAAGCCTCCCAGAACATCTGAACGCCAGGCAGAGTCCTGTGGAGTGGGCCAGGGTCATG 
CAGAAAACCAATGTGTCAGTTGCAGGGCTGGGACCTATTATGATGGAGCACGAGAACGCTGCATTTTATGTCCAAATGGA 
ACCTTCCAAAATGAGGAAGGACAAATGACTTGTGAACCATGCCCAAGACCAGGAAATTCTGGGGCCCTGAAGACCCCAGA 
AGCTTGGAATATGTCTGAATGTGGAGGKCTGTGTCAACCTACTGAATATTCTGCAGATGGCTTTGCACCTTGCCAGCTCT 
GTGCCCTGGGCASGTTCCAGCCTGAAGCTGGTCGAACTTCCTGCTTCCCCTGTGGAGGAGGCCTTGCCACCAAACATCAG 
GGAGCTACTTCCTTTCAGGACTGTGAAACCAGAGTTCAATGTTCACCTGGACATTTCTACAACACCACCACTCACCGATG 
TATTCGTTGCCCAGTGGGAACATACCAGCCTGAATTTGGAAAAAATAATTGTGTTTCTTGCCCAGGAAATACTACGACTG 
ACTTTGATGGCTCCACAAACATAACCCAGTGTAAAAACAGAAGATGTGGAGGGGAGCTGGGAGATTTCACTGGGTACATT 
GAATCCCC/^AACTACCCAGGCAATTACCCAGCCAACACCGAGTGTACGTGGACCATCAACCCACCCCCCAAGCGCCGCAT 
CCTGATCGTGGTCCCTGAGATCTTCCTGCCCATAGAGGACGACTGTGGGGACTATCTGGTGATGCGGAAAACCTCTTCAT 
CCAATTCTGTGACAACATATGAAACCTGCCAGACCTACGAACGCCCCATCGCCTTCACCTCCAGGTCAAAGAAGCTGTGG 
ATTCAGTTCAAGTCCAATGAAGGGAACAGCGCTAGAGGGTTCCAGGTCCCATACGTGACATATGATGAGGACTACCAGGA 
ACTCATTGAAGACATAGTTCGAGATGGCAGGCTCTATGCATCTGAGAACCATCAGGAAATACTTAAGGATAAGAAACTTA 
TCAAGGCTCTGTTTGATGTCCTGGCCCATCCCCAGAACTATTTCAAGTACACAGCCCAGGAGTCCCGAGAGATGTTTCCA 
AGATCGTTCATCCGATTGCTACGTTCCAAAGTGTCCAGGTTTTTGAGACCTTACAAATGACTCAGCCCACGTGCCACTCA 
ATACAAATGTTCTGCTATAGGGTTGGTGGGACAGAGCTGTCTTCCTTCTGCATGTCAGCACAGTCGGGTATTGCTGCCTC 
CCGTATCAGTGACTCATTAGAGTTCAATTTTTATAGATAATACAGATATTTTGGTAAATTGAACTTGGTTTTTCTTTCCC 
AGCATCGTGGATGTAGACTGAGAATGGCTTTGAGTGGCATCAGCTTCTCACTGCTGTGGGCGGATGTCTTGGATAGATCA 
AGGGCTGGCTGAGCTGGACTTTGGTCAGCCTAGGTGAGACTCACCTGTCCTTCTGGGGTCTTACTCCTCCTCAAGGAGTC 
TGTAGTGGAAAGGAGGCCACAGAATAAGCTGCTTATTCTGAAACTTCAGCTTCCTCTAGCCCGGCCCTCTCTAAGGGAGC 
CCTCTGCACTCGTGTGCAGGCTCTGACCAGGCAGAACAGGCAAGAGGGGAGGGAAGGAGACCCCTGCAGGCTCCCTCCAC 
CCACCTTGAGACCTGGGAGGACTCAGTTTCTCCACAGCCTTCTCCAGCCTGTGTGATACAAGTTTGATCCCAGGAACTTG 
AGTTCTAAGCAGTGCTCGTGAAAAAAAAAAGCAGAAAGAATTA 
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FIGURE 53 

ATGAACCTCGACGTGGCTAAAAAGCCTCCCAGAACATCTGAACGCCAGGCAGAGTCCTGTGGAGTGGGCCAGGGTCA 
TGCAGAAAACCAATGTGTCAGTTGCAGGGCTGGGACCTATTATGATGGAGclvCGAGAACGCTGCATTTTATGTCCAAATG 
GAACCTTCCAAAATGAGGAAGGACAAATGACTTGTGAACCATGCCCAAGACCAGGAAATTCTGGGGCCCTGAAGACCCCA 
GAAGCTTGGAATATGTCTGAATGTGGAGGKCTGTGTCAACCTACTGAATATTCTGCAGATGGCTTTGCACCTTGCCAGCT 
CTGTGCCCTGGGCASGTTCCAGCCTGAAGCTGGTCGAACTTCCTGCTTCCCCTGTGGAGGAGGCCTTGCCACCAAACATC 
AGGGAGCTACTTCCTTTCAGGACTGTGAAACCAGAGTTCAATGTTCACCTGGACATTTCTACAACACCACCACTCACCGA 
TGTATTCGTTGCCCAGTGGGAACATACCAGCCTGAATTTGGAAAAAATAATTGTGTTTCTTGCCCAGGAAATACTACGAC 
TGACTTTGATGGCTCCACAAACATAACCCAGTGTAAAAACAGAAGATGTGGAGGGGAGCTGGGAGATTTCACTGGGTACA 
TTGAATCCCCAAACTACCCAGGCAATTACCCAGCCAACACCGAGTGTACGTGGACCATCAACCCACCCCCCAAGCGCCGC 
ATCCTGATCGTGGTCCCTGAGATCTTCCTGCCCATAGAGGACGACTGTGGGGACTATCTGGTGATGCGGAAAACCTCTTC 
ATCCAATTCTGTGACAACATATGAAACCTGCCAGACCTACGAACGCCCCATCGCCTTCACCTCCAGGTCAAAGAAGCTGT 
~GGATTCAGTTCAAGTCCAATGARGGGAACAGCGCTAGAGGGTTCCAGGTCCCATACGTGACATATGATGAGGACTACCAG 
GAACT CAT T GAAGAC AT AGT T CGAGAT GGC AGGCT CT ATGCATCT GAGAACCAT C AGG AAAT ACT T AAGGAT AAGAAACT 
TATCAAGGCTCTGTTTGATGTCCTGGCCCATCCCCAGAACTATTTCAAGTACACAGCCCAGGAGTCCCGAGAGATGTTTC 
CAAGATCGTTCATCCGATTGCTACGTTCCAAAGTGTCCAGGTTTTTGAGACCTTACAAATGA 
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. . . MNLDVAKKPPRTSEKQAESCGVGQGHAENQCVSCRAGTYYDGARERCILCPNGTFQNEEGQMTCEPCPRPGNSGALK 
TPEAWNMSECGGLCQPTEYSADGFAPCQLCALGXFQPEAGRTSCFPCGGGLATKHQGATSFQDCETRVQCSPGHFYNTTT 
HRCIRCPVGTYQPEFGKNNCVSCPGNTTTDFDGSTNITQCKNRRCGGELGDFTGYIESPNYPGNYPANTECTWTINPPPK 
RRILIWPEIFLPIEDDCGDYLVMIIKTSSSNSVTTYETCQTYERPIAFTSRSKKLWIQFKSNEGNSARGFQVPYVTYDED 
YQELIEDIVRDGRLYASENHQEILKDKKLIKALFDVLAHPQNYFKYTAQESREMFPRSFIRLLRSKVSRFLRPYK, 
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CFPCGGGLATKHQGATSFQDCETRVQCSPGHFYNTTTHRCIRCPVGTYQPEFGKNNCVSC 

PGNTTTDFDGSTNITQCKNRRCGGELGDFTGYIESPNYPGNYPANTECTWTINPPPKRRI 
TINPPPKRRI 

LIWPEIFLPIEDDCGDYLVMRKTSSSNSVTTYETCQTYERPIAFTSRSKKLWIQFKSNE 
LIWPEIFLPIEDDCGDYLVMRKTSSSNSVTTYETCQTYERPIAFTSRSKKLWIQFKSNE 
*★★*+************★**+*+*****************+************** 

GNSARGFQVPYVTYDEDYQELIEDIVRDGRLYASENHQEILKDKKLIKALFDVLAHPQNY 
GNSARGFQVPYVTYDEDYQELIEDIVRDGRLYASENHQEILKDKKLIKALFDVLAHPQNY 

FKYTAQESREMFPRS FIRLLRSKVSRFLRPYK 
FKYTAQESREMFPRSFIRLLRSKVSRFLRPYK 



FIGURE 55 



~1 



CAGCGGCCGCTGAATTCTAGGGCGGGTTCGCGCCCCGAAGGCTGAGAGCTGGCGCTGCTCGTGCCCTGTC 

TGCCAGACGGCGGAGCTCCGCGGCCGGACCCCGCGGCCCCGCTTTGCTGCCGACTGGAGTTTGGGGGAAG 

AAACTCTCCTGCGCCCCAGAAGATTTCTTCCTCGGCGAAGGGACAGCGAAAGATGAGGGTGGCAGGAAGA 

GAAGGCGCTTTCTGTCTGCCGGGGTCGCAGCGCGAGAGGGCAGTGCC ATG TTCCTCTCCATCCTAGTGGC 

GCTGTGCCTGTGGCTGCACCTGGCGCTGGGCGTGCGCGGCGCGCCCTGCGAGGCGGTGCGCATCCCTATG 

TGCCGGCACATGCCCTGGAACATCACGCGGATGCCCAACCACCTGCACCACAGCACGCAGGAGAACGCCA 

TCCTGGCCATCGAGCAGTACGAGGAGCTGGTGGACGTGAACTGCAGCGCCGTGCTGCGCTTCTTCTTCTG 

TGCCATGTACGCGCCCATTTGCACCCTGGAGTTCCTGCACGACCCTATCAAGCCGTGCAAGTCGGTGTGC 

CAACGCGCGCGCGACGACTGCGAGCCCCTCATGAAGATGTACAACCACAGCTGGCCCGAAAGCCTGGCCT 

GCGACGAGCTGCCTGTCTATGACCGTGGCGTGTGCATTTCGCCTGAAGCCATCGTCACGGACCTCCCGGA 

GGATGTTAAGTGGATAGACATCACACCAGACATGATGGTACAGGAAAGGCCTCTTGATGTTGACTGTAAA 

CGCCTAAGCCCCGATCGGTGCAAGTGTAAAAAGGTGAAGCCAACTTTGGCAACGTATCTCAGCAAAAACT 

ACAGCTATGTTATTCATGCCAAAATAAAAGCTGTGCAGAGGAGTGGCTGCAATGAGGTCACAACGGTGGT 

GGATGTAAAAGAGATCTTCAAGTCCTCATCACCCATCCCTCGAACTCAAGTCCCGCTCATTACAAATTCT 

TCTTGCCAGTGTCCACACATCCTGCCCCATCAAGATGTTCTCATCATGTGTTACGAGTGGCGTTCAAGGA 

TGATGC T T CT TGAAAATT GCT T AGT TGAAAAATGGAGAGAT CAGCT T AGT AAAAG ATCCAT AC AGTGGG A 

AGAGAGGC T GC AGGAACAGCGG AGAAC AGT TCAGGACAAGAAGAAAAC AGCCGGGCGCACCAGTCGT AGT 

AATCCCCCCAAACCAAAGGGAAAGCCTCCTGCTCCCAAACCAGCCAGTCCCAAGAAGAACATTAAAACTA 

GGAGTGCCC AGAAG AGAAC AAACCCGAAAAGAGTGTGAGCTT^ACT AGT TTCCAAAGCGGAGACTTCCG AC 

TTCCTTACAGGATGAGGCTGGGCATTGCCTGGGACAGCCTATGTAAGGCCATGTGCCCCTTGCCCTAACA 

ACTCACTGCAGTGCTCTTCATAGACACATCTTGCAGCATTTTTCTTAAGGCTATGCTTCAGTTTTTCTTT 

GTAAGCCATCACAAGCCATAGTGGTAGGTTTGCCCTTTGGTACAGAAGGTGAGTTAAAGCTGGTGGAAAA 

GGCTTATTGCATTGCATTCAGAGTAACCTGTGTGCATACTCTAGAAGAGTAGGGAAAATAATGCTTGTTA 

CAAT TCG ACCT AAT AT GTGC ATTGTAAAATAAATGCCAT AT T T CAAACAAAACACGTAAT T T T TT T AC AG 

TATGTTTTATTACCTTTTGATATCTGTTGTTGC71ATGTTAGTGATGTTTTAAAATGTGATGAAAATATAA 

TGT T T T T AAGAAGGAAC AGT AGT GGAAT GAATGT T AAAAGAT CT T T ATGTGT T TATGGT CT GC AGAAGGA 

TTTTTGTGATGAAAGGGGATTTTTTGAAAAATTAGAGAAGTAGCATATGGAAAATTATAATGTGTTTTTT 

T ACCAATGAC T T C AGT T T CTGTT TT T AGCT AGAAACTTAAAAACAAAAAT AATAATAAAGAAAAAT AAAT 

AAAAAGGAGAGGCAGACAATGTCTGGATTCCTGTTTTTTGGTTACCTGATTTCCATGATCATGATGCTTC 

TTGTCAACACCCTCTTAAGCAGCACCAGAAACAGTGAGTTTGTCTGTACCATTAGGAGTTAGGTACTAAT 

TAGTTGGCTAATGCTCAAGTATTTTATACCCACAAGAGAGGTATGTCACTCATCTTACTTCCCAGGACAT 

CCACCCTGAGAATAATTTGACAAGCTTAAAAATGGCCTTCATGTGAGTGCCAAATTTTGTTTTTCTTCAT 

T TAAAT AT TT TCTT TGCCTAAAT AC ATGT G AGAGGAGT T AAAT AT AAATGTACAG AGAGGAAAGT TGAGT 

TCC ACCT CTGAAAT G AGAAT T ACTTGAC AGT TGGGATACT T T AAT C AGAAAAAAAGAACT T AT T T GCAGC 

ATTTTATCAACAAATTTCATAATTGTGGACAATTGGAGGCATTTATTTTAAAAAACAATTTTATTGGCCT 

TTTGCTAACACAGTAAGCATGTATTTTATAAGGCATTCAATAAATGCACAACGCCCAAAGGAAATAAAAT 

CCTATCTAATCCTACTCTCCACTACACAGAGGTAATCACTATTAGTATTTTGGCATATTATTCTCCAGGT 

GTTTGCTTATGCACTTATAAAATGATTTGAACAAATAAAACTAGGAACCTGTATACATGTGTTTCATAAC 

CTGCCTCCTTTGCTTGGCCCTTTATTGAGATAAGTTTTCCTGTCAAGAAAGCAGAAACCATCTCATTTCT 

AACAGCTGTGTTATATTCCATAGTATGCATTACTCAACAAACTGTTGTGCTATTGGATACTTAGGTGGTT 

TCTTCACTGACAATACTGAATAAACATCTCACCGGAATTC _ ; 
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ATG TTCCTCTCCATCCTAGTGGC 

GCTGTGCCTGTGGCTGCACCTGGCGCTGGGCGTGCGCGGCGCGCCCTGCGAGGCGGTGCGCATCCCTATG 
TGCCGGCACATGCCCTGGAACATCACGCGGATGCCCAACCACCTGCACCACAGCACGCAGGAGAACGCCA 
TCCTGGCCATCGAGCAGTACGAGGAGCTGGTGGACGTGAACTGCAGCGCCGTGCTGCGCTTCTTCTTCTG 
TGCCATGTACGCGCCCATTTGCACCCTGGAGTTCCTGCACGACCCTATCAAGCCGTGCAAGTCGGTGTGC 
CAACGCGCGCGCGACGACTGCGAGCCCCTCATGAAGATGTACAACCACAGCTGGCCCGAAAGCCTGGCCT 
GCGACGAGCTGCCTGTCTATGACCGTGGCGTGTGCATTTCGCCTGAAGCCATCGTCACGGACCTCCCGGA 
GGATGTTAAGTGGATAGACATCACACCAGACATGATGGTACAGGAAAGGCCTCTTGATGTTGACTGTAAA 
CGCCTAAGCCCCGATCGGTGCAAGTGTAAAAAGGTGAAGCCAACTTTGGCAACGTATCTCAGCAAAAACT 
ACAGCTATGTTATTCATGCCAAAATAAAAGCTGTGCAGAGGAGTGGCTGCAATGAGGTCACAACGGTGGT 
GGATGTAAAAGAGATCTTCAAGTCCTCATCACCCATCCCTCGAACTCAAGTCCCGCTCATTACAAATTCT 
TCTTGCCAGTGTCCACACATCCTGCCCCATCAAGATGTTCTCATCATGTGTTACGAGTGGCGTTCAAGGA 
TGATGCTTCTTGAAAATTGCTTAGTTGAAAAATGGAGAGATCAGCTTAGTAAAAGATCCATACAGTGGGA 
AGAGAGGCTGCAGGAACAGCGGAGAACAGTTCAGGACAAGAAGAAAACAGCCGGGCGCACCAGTCGTAGT 
AATCCCCCCAAACCAAAGGGAAAGCCTCCTGCTCCCAAACCAGCCAGTCCCAAGAAGAACATTAAAACTA 
GGAGTGCCCAGAAGAGAACAAACCCGAAAAGAGTGTGA 



MFLSILVALCLWLHLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAILAIEQYEELVDVNCS 
AVLRFFFCAMYAPICTLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSWPESLACDELPVYDRGVCISPE 
AI VTDLPEDVKWI DI T PDMMVQERPL DVDCKRLS PDRCKCKKVKPTLAT YLSKNYS YVI HAKI KAVQRSG 
CNEVTTWDVKEIFKSSSPIPRTQVPLITNSSCQCPHILPHQDVLIMCYEWRSRMMLLENCLVEKWRDQL 
SKRSIQWEERLQEQRRTVQDKKKTAGRTSRSNPPKPKGKPPAPKPASPKJCNIKTRSAQKRTNPKRV 
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CGGCACCAAGAGCACTGGCCAAGTCAGCTTCTTCTGAGAGAGTCTCTAGAAGACATGATGCTACACTCAGCTTTGGGTCT 
CTGCCTCTTACTCGTCACAGTTTCTTCCAACCTTGCCATTGCAATAAAAAAGGAAAAGAGGCCTCCTCAGACACTCTCAA 
GAGGATGGGGAGATGACATCACTTGGGTACAAACTTATGAAGAAGGTCTCTTTTATGCTCAAAAAAGTAAGAAGCCATTA 
ATGGT T AT T C ATCACCTGG AGG AT TGTCAAT ACT CTC AAGCACTAAAGAAAGTATT TGCCC AAAATGAAGAAAT ACAAG A 

■-^TGGCTCTGfiara 

TGCCTAGAATCATGTTTGTAGACCCTTCTTTAACAGTTAGAGCTGACATAGCTGGAAGATACTCTAACAGATTGTACACA 
TATGAGCCTCGGGATTTACCCCTATTGATAGAAAACATGAAGAAAGCATTAAGACTTATTCAGTCAGAGCTATAAGAGAT 
GATAGAAAAAAGCCTTCACTTCAAAGAAGTCAAATTTCATGAAGAAAACCTCTGGCACATTGACAAATACTAAATGTGCA 
AGTATATAGATTTTGTAATATTACTATTTAGTTTTTTTAATGTGTTTGCAATAGTCTTATTAAAATAAATGTTTTTTAAA 
T C T G AAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 




ATGATGCTACACTCAGCTTTGGGTCTCTGCCTCTTACTCGTCACAGTTTCTTCCAACCTTGCCATTGCAATAAAAAAGGA 

AAAGAGGCCTCCTCAGACACTCTCAAGAGGATGGGGAGATGACATCACTTGGGTACAAACTTATGAAGAAGGTCTCTTTT 

ATGCTCAAAAAAGTAAGAAGCCATTAATGGTTATTCATCACCTGGAGGATTGTCAATACTCTCAAGCACTAAAGAAAGTA 

TTTGCCCAAAATGAAGAAATACAAGAAATGGCTCAGAATAAGTTCATCATGCTAAACCTTATGCATGAAACCACTGATAA 

GAATTTATCACCTGATGGGCAATATGTGCCTAGAATCATGTTTGTAGACCCTTCTTTAACAGTTAGAGCTGACATAGCTG 

GAAGATACTCTAACAGATTGTACACATATGAGCCTCGGGATTTACCCCTATTGATAGAAAACATGAAGAAAGCATTAAGA 
CTTATTCAGTCAGAGCT ATAA 
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agcggccggggccacgB^Sgagcgcgacggctgcgcggggggcgggagccgcggcggcgag 

ggcgggcgcgctccccgggagggcccggcggggaacggccgcgatcggggccgcagccacg 

ctgccgaggcgcccggggacccgcaggcggccgcgtccttgctggcccctatggacgtgggg 

gaggagccgctggagaaggcggcgcgcgcccgcactgccaaggaccccaacacctataaag t 

actctcgctggtattgtcagtatgtgtgttaacaacaatacitggttgtatatttg 

ccaagctgtgccaaagaagttaaaagttgcauaaggtcgctgtttcgagagaacatttgggaa 

ctgtcgctgtgatgctgcctgtgttgagcitggaaactgctgtttaga^ 

catagaaccagaacatatatggacttgcaacaaattcaggtgtggtgagaaaaggttgacca 

gaagcctctgtgcctgttcagatgactgcaaggacaagggcgactgctgca 

ctgtgtgtcaaggtgagaaaagttgggtagaagaaccatgtgagagcattaatgagccacag" 
tgcccagcagggtttgaaacgcctcctacc 

atttacacacttggggtggacitctrcctgttattagcaaactaaa 

ctaaaaacatgagaccggtatatccaacaaaaacnttccccaatcactacagcattgtcaccg 

gatt^atccagaatctcatggcataatcgacaataaaatg 

ccttttcacttaaaagtaaagagaaatttaatcct 

tcacagctaag^tcaaggcctcaagtctggcacattttrct 

ttaacggaattttcccagacatct 

ttttagctgttcttcagtggctaca^^ 

tttagaagaaccagattcntcaggtcattcatatggaccagtcagcagtgaagtcatcaaagc 

cttgcagagggttgatggtatggttggtatgctgatggatggtctgaaagagctgaact^ 

cagatgcctgaacctcatccttatttcagatcatc 

catatatctgaataaatatttgggggatgttaaaaatattaaagttatctatggacct 
£l tcgattgagaccctctgatgtcccagataaatactattcatttaactatgaaggcattgcccg 
:|fj aaatcittcitgccgggaaccaaacc 

= f| gcgtttgcactttgctaagagtgatagaattgagcccttgacattctatttggac 
;;;; caacttccattgaatc^ 

\% GTA1T1TCAAATATGCAAGCCCTCTTTGTTGGCT 

GCTGACACCTTTGAAAACATTGAAGTCTATAACTTAATGTGTGATTTA 
^ GCTCCTAATAACGGAACTCATGGAAGTCTTAACCACCTTCTAAAGAATCCT 
y ' AAGCATCCCAAAGAAGTGCACCCCCTGGTACAGTGCCCCTTCACAAGAAACCCCAGAGATAA 
& CCTTGGCTGCTCATGTAACCCTTC^^ 

' ACTGTGGCAGAAGAGAAGATTATTAAGCATGAAACITTACCCTATGGAAGACCT 

3 CAGAAGGAAAACACCATCTGTCTTCTTTCCCAGCACCAGTITATGAGTGGATACAGCCAAGAC 

yi ATCITAATGCCCCITTGGACATCCTA 

M> TTCTCCAACTGTCTGTACCAGGACTTTAGAATTCCTCTTAGTCCT 

;??] TAAAAATAACACCAAAGTGAGTTACGGGTTCCTCTCCCCACCACAACTAAATAAAAATTCAAG 
n TGGAATATATTCTGAAGCITrGCTTACrACAAATATAGTGCCAATGTACCAGAGT^ 
;Sj ATATGGCGCTACITTCATGACACCCTACTGCGAAAGTATGCTGAAGAAAGAAATGGTGTCAA^ 
GTCGTCAGTGGTCCTGTGTTTGACnTTGATTA 

GGCAAAAAAGAAGAGTCATCCGTAACCAAGAAATTTTGATTCCAACTCACTrC^ 

TAACAAGCTGTAAAGATACATCTCAGACGCCTTTGCACTGTGAAAACCTAGAC^ 

TCATTTTGCCTCACAGGACTGATAACAGCGAGAGCTGTGTGCATGGGAAGCATGACTCCTCAT 

GGGTTGAAGAATTGTTAATGTTACACAGAGCACGGATCACAGATGTTGAGCACATCACTGGA 

CTCAGCTTCTATCAACAAAGAAAAGAGCCAGTTTCAGACATTTT 

CCAACCTITAGCCAAGAAGACljj^ 

GAACCTTATATTTTATATAGTCCTC^^ 

AGT:TAGAACGGACK^CCTCGGTGATGCGGACATCTCAGGGAAACITGCGTACTCAGCACAGCA 
GTGGAGAGTGTTCCTGTTGAATCTTGCACATATTTGAATGTGTAAGCATTGTATACATTGATCA 
AGTTCGGGGGAATAAAGACAGACCACACCTAAAACTC 
TAGCTGTGAACATTGTCTGGATACCAGATATTTGAATCTITCITACT^ 

ATGGCATTGGGCAAACAGTAGACTTATAGTAGGGTTGGGGTAGCCCATGTTATGTGACTATCT 
TTATGAGAATTTTAAAGTGGTTCTGGAT^^ 

TCAAAAAAAAAATTAACAGAAGCCAAAATAC^ 
TCCCCTCAAAATCCAAGTTATTAATCTTATGTG'llll'CriTTTAAll'r 
AGATTTAATGGTTCAAATGAGTTCAACTTTGAGGGACGATCTITGAATATACITACCT 
AAATCTTACTTTGTATTTGTATTT 
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MERDGCAGGGSRGGEGGRAPREGPAGNGRDRGRSHAAEAPGDPQAAASLLAPMDVGEEPLEKA 
AIL\RTAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVEL 
GNCCLDYQETCIEPEinWTC^lKFRCGEKRLTRJSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEP 
CESINEPQCPAGFETPPTLLFSLDGFP^EYLHTWGGLLPVISKLKKC^ 

YSIVTGLYPESHGIIDNKMYDPKMNASFSLKSJCEKFNPEWYKGEPIWWAKYQGLKSGTFFWPGS 

DVEINGIFPDIYKMYNGSVPFEERILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKA 

LORVDGMVGMLMDGLKELmHRCLNLILISDHGMEQGSCKKYIYLNKYLGDVKI^VIYGPAAR 

LRPSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLAL 

NPSERKYCGSGFHGSDNVFSNMQALF^GYGPGFKHGIEADTFENIEVYNLMCDLLNLTPAPNNGT 

HGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPPJDNLGC^ 

TLPYGRPRVLQKENTICLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFRIPLSP 
VHKCSFYKN>n^VSYGFLSPPQLNKNSSGIYSEALLTTNIWMYQSFQVIWYFHDTLLRKYAEER 
NGVNWSGPVFDFDYDGRCI>SLENLRQKRRVIRNQEILIPTHFTIVLTSCKDTSQTPLHCENLD^ 
FILPHRTDNSESC^GKiroSSWVEELLMLHRARITDVEmTGLSI^QQP^PVSDILKLKTHLPTFS 

QED. 
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cinTTTTr a A BRj H fr A A C ATTTTGATGCATCACTTAGTACCTATTTCAAGGCATTGCTAGGCCCTC 
GAGATACTAGAGTAAAAGGATGGTTTC1TCTGGACAATTATATACCCACATITATCT 
CATATATTTACTAATTGTATGGCTGGGACCAAAATACATGAGGAATAAACAGCCATTCT 
CCGGGGGATTTTAGTGGTGTATAACCITGGACTC^ 

TTAGTAACAGGAGTATGGGAAGGCAuAATACAACnTCTTCTGTCAGGGCACACGCACCGCAGG 
AGAATCAGATATGAAGATTATCCGTGTCCTCT^ 

ATGGACA Cl ' l ' l ' Cll C T TCATCCTGCGCAAGAACAACCACCAGATC^CGGTCCTGCACGTCrrAC 

CACCATGCCTCGGTGCTGAACATCTGGTGGTTTGTGATGAACTGGGTCCCCT 

ATTTTGGTGCCACACTTAATAGCITCATCCACGTCCTCATGTACTCTTACT 

AGTCCCTTCCATGCGTCX:ATACCTCTGGTGGAAGAAGTACATCACrCAGGGGCAG 

GTTTGTGCTGACAATCATCCAGACCAGCTGCGGGGTCATCrGGCCGTGCACATTCCCT 

TGGTTGTATTTCCAGATTGGATACATGATTTCCCTGATTGCTCTCITCA 

AGACCTACAACAAGAAAGGGGCCTCCCGAAGGAAAGACCACCTGAAGGACCACCAGAATGG 

GTCCATGGCTGCTGTGAAT GGAC ACACCAACAGCITITCACCCCTGGAAAA 

A A GG A A GCTGCGGAAGGATfi^^AGTCAAAGAATTGAAACCCTCCAAACCACGTCATCTGATT 

GTAAGCACAATATGAGTTGTGCCCCAATGCTCGTTAACAGCTGCTGTAACTAGTCTGGCCTAC 

AATAGTGTGATTCAAAGGGCGAATTCTTTCATCAATTCAAAACCCCTAGAAAACGTATACAGA 

TTATATAAGTAGGGATAAGATTTCTAACATTTCTGG 

AAAGGGAGTATTATTATAGTATACAACACTGCTGTTGCCIT ATTAGTTATA ACATGATAGGTG 

CTGAATTGTGATTCACAATTTAAAAACACTGTAATCCAAACllllllllll'AACTGTAGATCAT 

GCATGTGATTGTAAATGTAAATTTGTACAATGTTGTTATGGTAGAGAAACACACATGCCTTAA 

AATTTAAAAAGCAGGGCCCAAAGCTTATTAGTTTAAATTAGGGT^ 

ATTTGTAATAGCTCTGTTTAGAAAAAATCAAAGACCATGATTT ATGAA ACT 

TTTCCAGTGACTTGTTGATGTGAAATCAGACACGGCACCTTCAGTTTTGTACT 

ATCAAGCAGGCTCAAATC TAGTGGAACAGTC AGTTTAACTTm 

TTTGAGTGCCACTATTj^GTAg^^ 

ATATATTCTTTGTCCTCGAGATT^ 

AAGTGCTAAGTGTTTTTATACAGCAAACAAAAAGTCAATTTTGCTTTCC 

GGATGTATACTTTTCAAGAGAGATGATTGCCTATTTACCGTTTGACAGAGTCCCGTA GATG AG 

CAATGGGGAACTGGTTGCCAGGGTCTAAATTTGGATTGATTTATGCACTGTTATCT 

ACAGATTTCCTTGTAAAATGTGCCTAGTTTACCAAAATTAACAAAGGGGGGGA 

GAACTTTITAAGGTAAAATCAAATATAGCTACAGCATAAGAGAATCGAGAAATTTGATAGAG 

GTAACTTGTTTAATGTAAATCTAAT^ 

GTTTAGAACCTCTTGTTTAAAAATAATAGACT 

GGCAGTGGTCAAACAGGTAAAGCCTATGATGTGTGTCATTTTAAAGTGTCGGAATTTAGCCTC 
TGAATACCTTCTCCATTGGGGGAAAGATATTCTTGGAACCACTCATGACATATCTTAGAAGGT 
CATTGACAATGTATAAACTAATTGTTC^ 
AATTTTGCACATTCGTACTATAGGGAGCCTATT 

GAAAAGGAGTCATGGCATCTGTTTACATTTACCITATCAAACCTAGAATGTGTATAT^ 
ATGTATGT(m , CATTGCrAGGTACTAATTTGCAGATGTCm 

TAACATTCAATAGTGTGCTGTCAAAGTGTGCTTAGCTCACCTGGATATACCTACATTGTTAAAT 

GTCTAAACAGTAATCATTAAAACATTTTTGATTAAAAAAAAA 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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* 



MEHFDASLSTYFKALLGPRDTRVKGWFLL^ 

VYNLGLTLLSLYMFCELVTGVWEGKY^ 

LRKNNHQITVLHVYHHASVLNIWWFVM 

LWWKXYITQGQLLQFVLTnQTSCGVIWPCITPLGWL^ 

KDHLKDHQNGSMAAVNGHTNSFSPLENNVKPRKLRKD. 
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FIGURE 11 



Tl'TTTTTTTA^CAAACAAATGCGGGTTTATTTCTCAGATGATGTTCATCCGTG/^TGGTCCAGGGT^GGA 
CCTTTCACCTTGACTATATGGCATTATGTCATCACAAGCTCTGAGGCTTCTCCTTTCCATCCTGCGTGGAC 
AGCTAAGACCTCAGTTTTCAATAGCATCTAGAGCAGTGGGACTCAGCTGGGGTGATTTCGCCCCCCATCTC 
CGGGGGAATGTCTGAAGACAATTTTGGTTACCTCAATGAGGGAGTGGAGGAGGATACAGTGCTACTACCAA 
CTAGTGGATAAAGGCCAGGGATGCTGCTCAACCTCCTACCATGTACAGGGACGTCTCCCCATTACAACTAC 
CCAATCCGAAGTGTCAACTGTGTCAGGACTAAGAAACCCTGGTTTTGAGTAGAAAAGGGCCTGGAAAGAGG 
GGAGCCAACAAATCTGTCTGCTTCCTCACATTAGTCATTGGC7\AATAAGCATTCTGTCTCTTTGGCTGCTG 
CCTCAGCACAGAGAGCCAGAACTCTATCGGGCACCAGGATAACATCTCTCAGTGAACAGAG'i'TGACAAGGC 
CTATGGGAAATGCCTGATGGGAT rATCTTCAGCTTGTTGAGCTTCTAAGTTTCTTTCCCTTCATTCTACCC 
TGCAAGCCAAGTTCTGTAAGAG7UVATGCC7GAGT7CTAGCTCAGGTTTTCTTACTCTG7\ATTTAGATCTCC 
AGACCCTTCCTGGCCACAATTCAAATTAAGGCAACAAACATATACCTTCCATGAAGCACACACAGACTTTT 
GAAAGCAAGGACAATGACTGCTTGAATTGAGGCCTTGAGGAATGAAGCTTTGAAGGAAAAGAATACTTTGT 
TTCCAGCCCCCTTCCCACACTCTTCATGTGTTAACCACTGCCTTCCTGGACCTTGGAGCCACGGTGACTGT 
ATTACATGTTGTTATAGAAAACTGATTTTAGAGTTCTGATCGTTCAAGAGAATGATTAAATATACATTTCC 
7ACAMAAAAAAAAAAAAAAGTCGACG 



AGAGATGGGGGTCI'CACTATGTTGGCCAGGCTGGTCTCJAAACTCCTGGGCTCAAGCGATCCTTTGGCCTCG 
GCCTCCCATi/iGTGCATGAGCCACCATGCCTGGCCTGTTtAGTTTTGTTTCAAGTTGAAATACCTTTCTTGT 
GTTTTCTAATTAGAAAAGTAATATGTACTCATTGTA7U^ACTCAAACAGTGCAGAAATGTAGA7VAGTAGAA 
AC/rGTAAGTCCCTGG7TGTCCCTTCTGCCTGAGCACAA r GCACTGCTCACAGTTTGATGTATATCCTTCCAG 
AGACTCTCAAATTTAAGCAAATAATTTTTATTACCATGTCTTTTTATTTGAAGACGTACATTTGCCTCCAA 
AGTTCAACACAAGTTCAACTGACCATATCCTTCCATGACCTGAATAGATGCTATCCTTTATCACGATGTTC 
AATTGCCTTTGAAAGAGAGTAGTCCAGGTATATTCCTG&^TCAAAATTTGGCATTTTTGATGATACTACTCT 
ACACAGATCAGACTCATGTGCAGAATCGTGCCTGGAGAGAGAGGTTTGGTTAAGACAGAGATTTCTGGAAA 
CATTCAAATTGC7\AATGGAAACTTGAAACCCACAATCTAATGAGGAATGTACTGGAAAAATAATCTGAAGA 
GTTGACAAATTGTGTACTAGATTGAACACATGGAATGCAATGCCAATGAGACTTTCTGCACTAAAACTTAT 
CCTCATATGTACAACAATGATGTGTGTATTATATAACAGTGATGTGTAGATTTCTGACACCCCATACATAA 
TATACACAGTTTGTATAAATGCATACATTTAAAAATAT^^ 

ACGCCTGAAGGATATTACTAGTGCCTAATATTGAGTATGAGTCACTGCGTGTTCGCATCAACTTGGAAGTG 
CAGTAATTGTTATAATVATTAATCAGTGCAGCCAACAT.^TTTATGAATCACATCTTTG/^CTGTGCAGTA 
GCATATACATATAl^TTTTTAAATAACATTTTTCACA^^^ 

AAJ\AA.AAAAAAAAAGCAAGATTTTTTTAACAATGTAG^CACTCTTCAGACCCAGTAATCTGCGTGTGATTT 
CCTATTTGTAGATTCCCAAGAGACTTTAGCAGTCACCA^CCTTAATGCATGTACAGGAXATTATTGTGACT 
TAATTTATCTGCAGTTTTTAATCCATGTGAAATTGGGAATTTTTAACCGAACTTGGATTAACCATGCCTGC 
CTTTCTAAGGTTGCAAATGTTACATTA7\ATGATTTATGTTGTAAAAAAAAAAAA 
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